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Use of the prototypical adeno-associated virus type 2 (AAV2)
capsid delivered unexpectedly modest efficacy in an early
liver-targeted gene therapy trial for hemophilia B. This result
is consistent with subsequent data generated in chimeric
mouse-human livers showing that the AAV2 capsid transduces
primary human hepatocytes in vivo with low efficiency. In
contrast, novel variants generated by directed evolution in
the samemodel, such as AAV-NP59, transduce primary human
hepatocytes with high efficiency. While these empirical data
have immense translational implications, the mechanisms
underpinning this enhanced AAV capsid transduction perfor-
mance in primary human hepatocytes are yet to be fully eluci-
dated. Remarkably, AAV-NP59 differs from the prototypical
AAV2 capsid by only 11 aa and can serve as a tool to study
the correlation between capsid sequence/structure and vector
function. Using two orthogonal vectorological approaches, we
have determined that just 2 of the 11 changes present in
AAV-NP59 (T503A and N596D) account for the enhanced
transduction performance of this capsid variant in primary hu-
man hepatocytes in vivo, an effect that we have associated with
attenuation of heparan sulfate proteoglycan (HSPG) binding
affinity. In support of this hypothesis, we have identified, using
directed evolution, two additional single amino acid substitu-
tion AAV2 variants, N496D and N582S, which are highly func-
tional in vivo. Both substitution mutations reduce AAV2’s af-
finity for HSPG. Finally, we have modulated the ability of
AAV8, a highly murine-hepatotropic serotype, to interact
with HSPG. The results support our hypothesis that enhanced
HSPG binding can negatively affect the in vivo function of
otherwise strongly hepatotropic variants and that modulation
of the interaction with HSPG is critical to ensure maximum ef-
ficiency in vivo. The insights gained through this study can have
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powerful implications for studies into AAV biology and capsid
development for preclinical and clinical applications targeting
liver and other organs.

INTRODUCTION
The non-pathogenic adeno-associated virus type 2 (AAV2) is consid-
ered endemic in the human population, with serological evidence
supporting lifetime infection rates of 30%–70% worldwide.1 Proto-
typical AAV2 was isolated in 1966 by Hoggan et al.2 as a contaminant
of an adenovirus type 12 (strain 97838). Nearly 17 years passed before
Srivastava et al.3 described the genome organization and the full
nucleotide sequence of AAV2. Its single-stranded nature, size, and
the presence of the 145-nt inverted terminal repeats (ITRs) were
also determined. The genome of AAV2 contains two genes, the 50

(rep open reading frame [ORF]) encodes four non-structural proteins
(Rep78, Rep68, Rep52, and Rep40), important for genome replication
and packaging into the virus capsid and acting as a transcriptional
activator and repressor. The 30 part (capORF) of the genome encodes
three overlapping capsid viral proteins (referred to as VP1, VP2, and
VP3).3 The AAV capsid is assembled from 60 copies of VP1/VP2/
VP3 in a reported 1:1:10 ratio, respectively.4,5 In addition to the
two main rep and cap ORFs, three additional nested ORFs within
the cap gene have subsequently been discovered; one encodes the as-
sembly-activating protein (AAP), the second encodes the X gene,
and third encodes the membrane-associated accessory protein
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(MAAP).6–8 AAP is required for transport of the VPs from the cyto-
plasm to the nucleus where capsid assembly occurs. The MAAP was
recently discovered and thought to play a role in the natural life-cycle
of the virus, as well as the X gene product.6,7

Of the three AAV variants first discovered (AAV1–AAV3), AAV2
was the first variant to be successfully cloned into a bacterial plasmid
(pSM620). This process allowed AAV production from HEK293-31
cells transfected with pSM620 and infected with human adenovirus
5.9 Soon afterward, AAV2 was used for the first time to deliver a
DNA payload into mammalian cells (the process referred to as trans-
duction).10 Flotte et al.11 pioneered the in vivo use of AAV2, success-
fully transducing rabbit lung tissue with an AAV vector encoding the
cystic fibrosis transmembrane conductance regulator. The long-
standing observation that the ITRs were the only elements required
in cis for AAV replication and packaging facilitated the generation
of the universal cross-packaging system composed of three plasmids,
one containing the AAV cap gene of choice downstream of the AAV2
rep gene, and the other containing the transgene cassette cloned be-
tween the ITRs from AAV2, both complemented with a plasmid
harboring the essential adenoviral genes to support AAV replica-
tion.12 This allowed researchers to quickly and conveniently package
the same transgene cassettes into a variety of AAV capsids and
enabled studies that demonstrated variant-specific transduction of
target cells. Since AAV2 was the first variant vectorized, subsequently
leading to the development of the AAV vector system based on the
same variant, most studies related to the biology of this virus system
have been carried out using prototypical AAV2.13 This includes iden-
tification of the first AAV cellular receptor, the membrane-associated
heparan sulfate proteoglycan (HSPG), which was shown to mediate
cellular attachment of AAV2,14 a finding that was later extended to
other variants, such as AAV3, AAV6, and AAV13.15 Post-attachment
interactions with the target cell remained less clearly defined until the
recent identification of two highly conserved AAV entry receptors,
AAVR16 and GPR108.17 The early interest in AAV2 as a potential
gene therapy vector fueled studies that led to the identification of
the residues involving HSPG binding. These studies showed that
binding to HSPG involved direct interaction with arginine residues
at positions 585 and 588, with contributions from R484, R487, and
K532, the mutations of which decreased, but did not inhibit, binding
to HSPG.18,19 Despite the importance of this canonical receptor for
AAV2 biology, several groups have described HSPG-independent
AAV2 attachment and internalization.20 Nevertheless, various levels
of dependence on HSPG have been observed among cell types, and
HSPG attachment has been reported to be essential for AAV2 trans-
duction of some targets, such as primary murine hepatocytes.21

To date, the structures of AAV1-9 and rhesus isolates AAVrh8,
AAVrh.10, AAVrh32.33 and AAVrh.39 have been determined by
X-ray crystallography and/or Cryo-EM.22–34 The AAV capsid is a
T = 1 icosahedron composed of 60 copies (in total) of overlapping
VP1, VP2, and VP3, but only the structure of the common VP3 region
is observed. This is likely due to the low copy number of VP1 and VP2
(~10% each) along with the predicted intrinsic disorder of the VP1/2
1140 Molecular Therapy: Methods & Clinical Development Vol. 17 June
common region.35 The structure of the VP3 common region consists
of an eight-stranded beta-barrel motif (bBIDG and bCHEF) and a
conserved a helix (aA) that forms the interior surface and core of the
virus capsid. Large loops interconnect the b strands and aA to form
the exterior surface of the capsid. These loops differ in length and
interact to generate the characteristic 2-fold depression, 3-fold protru-
sions, and a channel at the 5-fold axis of the capsid. Comparative anal-
ysis of the capsid structure and sequenceof twodiverse serotypes,AAV2
and AAV4, defined variable regions (VRs) within these loops.24 The
VRs are responsible for functional variations between differentAAV se-
rotypes. These VRs dictate differential receptor binding phenotypes
among the AAVs. Specifically, AAV2, AAV3, AAV6, and AAV13 use
residues located in VR-V, VR-VI, and VR-VIII to bind HSPG.30,36,37.

Successful AAV2-based clinical trials in the eye38 resulted in the recent
US Food and Drug Administration (FDA) approval of AAV2-based
treatment for inherited retinal dystrophy (Luxturna [voretigene ne-
parvovec], Spark Therapeutics). Intriguingly, the first liver-directed
clinical trial, however, showed an unexpectedly poor efficacy of
AAV2.39 This was even more surprising in light of the recent demon-
stration of an intimate evolutionary relationship between AAV2 and
the human liver, as evidenced by detectable ongoing infection with
AAV2-like viruses in ~10% of the studied human population,40 and
the presence of binding sites for three humanmaster hepatic transcrip-
tion factors in the 30 UTR of AAV2.41 Since the initial use of AAV2 in
clinical studies targeting human liver,39 three additional natural iso-
lates, AAV5,AAV8, andAAVrh.10, have been tested for liver-directed
gene transfer, together with AAV-LK03, which is now being tested in
phase III studies for hemophilia A.42 AAV-LK03 was selected through
directed evolution of a diverse capsid library in the clinically predictive
Fah�/�/Rag2�/�/Il2rg�/� (FRG)43 mouse model, which is repopu-
lated with primary human hepatocytes (humanized FRG [hFRG]).44

A recent similar selection method using the same mouse model has
yielded two novel bioengineered capsids, AAV-NP40 and AAV-
NP59, bothofwhich can transduceprimaryhumanhepatocytes in vivo
with high efficiency in the xenograft model of human liver.45 Remark-
ably, AAV-NP59 differs in only 11 aa from the prototypical AAV2,
providing a unique opportunity to study the relationship between
capsid sequence/structure and vector function. This could lead in
turn to a better understanding of the structural determinants of effi-
cient functional transduction of human hepatocytes.

In this study, we used AAV-NP59 as a reverse genetic tool to identify
capsid residues that enhance transduction of human primary hepato-
cytes in vivo. Using two orthogonal vectorological approaches, we
identified T503A and N596D substitutions to be the main determi-
nants improving in vivo human hepatotropism of AAV-NP59
when compared to the prototypical AAV2. Counterintuitively, we
show that these mutations reduce affinity of AAV-NP59 to HSPG,
the primary receptor of AAV2, indicating that, contrary to what is
observed for murine hepatocytes, HSPG attachment might not be a
requirement for human hepatocyte transduction in vivo. In support
of this hypothesis, we identified, using directed evolution, two addi-
tional AAV2 variants, N496D and N582S, which were highly
2020



Figure 1. Validation and in vivo selection of Functional Transduction AAV2Lib2048 library.

(A) In vivo comparison of physical and functional transduction of AAV2, AAV-NP59, and AAV2.V59 capsids in the xenograft liver model. Each AAV variant was used to

package two unique barcoded ssAAV-LSP1-GFP-BCWPRE-BGHpA cassettes, and an equimolar mix of all three variants was used. NGS reads mapped to each capsid in

human hepatocytes at the DNA level (cell entry, physical transduction, 113.6 vg/diploid human genome) normalized to the pre-injection are shown (entry index). cDNA reads

(expression, functional transduction) normalized to the mapped DNA reads are also shown (expression index). (B) Functional transduction (FT) selection platform and the FT

selection scheme. The capsid libraries are cloned downstream of the 30 rep region with the cap expression driven by the p40 promoter. The LSP1-EGFP reporter cassette is

positioned in the reverse direction to the p40 cap. (C–E) NGS analyses of amino acid distribution at the 11 positions variable between AAV2.V59 and AAV2, in the packaged

library (C), after round 2 (D), and after round 4 (E) of the selection process. (F) NGS read distribution of AAV2 amino acid positions 503 and 596 on the initial packaged library

and two subsequent rounds of selection.
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functional in vivo. Both point mutations reduced affinity to HSPG.
Finally, we modulated the ability of AAV8, a highly murine-hepato-
tropic serotype, to interact with HSPG. The results support our
hypothesis that enhanced HSPG binding can negatively affect the
in vivo function of otherwise strongly hepatotropic variants and
that modulation of the interaction with HSPG is critical to ensure
maximum efficiency in vivo. The insights gained through this study
can have powerful implications for studies into AAV biology and
capsid development for preclinical and clinical applications targeting
liver and other organs.

RESULTS
Functional Differences between AAV-NP59 and AAV2 Are

Attributable to All, or a Subset of, 11 aa Substitutions

A recently identified bioengineered AAV variant, AAV-NP59, func-
tionally transduces primary human hepatocytes in a xenograft model
of human liver with significantly higher efficiency than that for
AAV2.45 Interestingly, sequence analysis at the DNA level revealed
Molecula
that NP59 differed fromAAV2 at 51 positions, 37 of which were silent
(Figures S1A and S1B). The remaining 14 changes resulted in 11 aa
differences between NP59 and prototypical AAV2 (Table S1). Thus,
AAV-NP59 is a novel variant that can serve as a tool to study the cor-
relation between capsid sequence/structure and vector function.

To ensure that the observed in vivo functional differences between
AAV-NP59 and prototypical AAV2were attributable to all, or a subset,
of the 11 aa changes and not to the genotypic context of the variable
nucleotide positions, we generated an AAV2 variant with the 11 aa
from AAV-NP59 (referred to as AAV2.V59). AAV2, AAV-NP59,
and AAV2.V59 were used to package two independent barcoded
(BC) reporter constructs expressing EGFP under the control of a
liver-specific promoter (LSP)46 (ssAAV-LSP1-GFP-BC-WPRE-
BGHpA). No significant differences in vector packaging efficiency
were observed between AAV2.V59 and AAV-NP59, and both variants
produced significantly higher yields than did prototypical AAV2 (Fig-
ure S2). Importantly, functional analysis in a xenograft mouse model of
r Therapy: Methods & Clinical Development Vol. 17 June 2020 1141
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human liver revealed that AAV2.V59 transduced primary human he-
patocytes with the same efficiency as AAV-NP59, both at theDNA (cell
entry, physical transduction) and RNA (transgene expression, func-
tional transduction) levels (Figure 1A). To enable a more robust anal-
ysis of data generated, we defined two indexes, the entry index (EI) and
the expression index (EXI). EI corresponds to the quotient of capsid-
specific next-generation sequencing (NGS) reads at the DNA level
and the mapped NGS reads in the original vector mix, and it defines
the relative ability of a given capsid to physically transduce the targeted
cells. EXI corresponds to the barcode-specific ratio of cDNA mapped
reads to DNAmapped reads and offers a relative view of the functional
transduction of each capsid variant. These data indicated that the 11 aa
were crucial for the significant functional difference between AAV2
and AAV-NP59 in the context of primary human hepatocytes. We
next identified which of the 11 aa were necessary and sufficient to
enhance AAV2’s liver-directed functional transduction by taking two
orthogonal approaches: permutational and cluster analysis.

Permutational Analysis Indicates That Functional Differences

between AAV2 and AAV-NP59 Are Driven by 2 aa

We generated a binary capsid library (AAV2Lib2048) containing all
possible permutations (n = 211 = 2048) of AAV2- and AAV2.V59-spe-
cific residues at the 11 variable positions. To prevent formation of addi-
tional random changes in the cap gene due to replication-driven in vivo
evolution, the AAV2Lib2048 librarywas cloned into a replication-incom-
petent functional transduction selection platform encoding an LSP1-
EGFP reporter cassette (Figure 1B). This library platform design allows
selection based on transgene expression (functional transduction) and
thus to identify variants that, similar to AAV-NP59, could functionally
transduce human hepatocytes with high efficiency. Analysis of the
starting library using Illumina NGS confirmed the intended binary
composition at each position (Figure 1C), while full-length cap
sequencing of n = 27 randomly selected clones confirmed the binomial
distribution of the AAV2Lib2048 library (Figure S3). The function trans-
duction (FT)-AAV2Lib2048 library underwent four rounds of iterative
in vivo selection on primary human hepatocytes in humanized xeno-
graft FRG mice,43 as schematically depicted in Figure 1B. Illumina
sequencing of the capsid regions containing the 11 key positions after
rounds 2 and 4 revealed a positive selection of AAV2.V59 residues at
positions 503 (T503A) and 596 (N596D) (Figures 1D and 1E). The re-
maining positions showed a preference for residues from AAV2 (aa
162, 168, 190, and 235), or showed no strong preference (aa 179,
180, 233, and 310). The residue at 312 showed a mild preference in
favor of AAV2.V59 (Figure 1E). Importantly, further analysis revealed
that clones harboring the double mutation (T503A+N596D) showed
the strongest fold enrichment, suggesting a synergistic functional effect
between both amino acids (Figure 1F). These results point to T503A
and N596D as the key amino acid changes driving the observed in vivo
differences between AAV2 and AAV2.V59.

Structure-Driven Analysis Confirms the Results of the

Permutational Analysis

In a parallel approach, structural in silico analysis of AAV2 and AAV-
NP59 revealed that the 11 differing amino acid residues were localized
1142 Molecular Therapy: Methods & Clinical Development Vol. 17 June
in four distinct structural clusters (Figures 2A–2C; Figure S1B; Table
S1). This provided an opportunity to investigate which structural
clusters were responsible for the observed functional differences be-
tween AAV2 and AAV-NP59. To this end, we generated 16 AAV var-
iants, where each clone harbored either the whole structural cluster
from AAV2 or AAV2.V59, as depicted in Figure 2D. The AAV2
VP1 unique (VP1u) region (residues 1–137) does not contain any
of the residues from the clusters, and the VP1/2 common region (res-
idues 138–202) contains five residues (aa162, aa168, aa179, aa180,
and aa190) that are a part of cluster 1. These two regions of the
AAV VP are not observed in any available high-resolution structures
of the AAVs. Clusters 2, 3, and 4 are a part of the VP3 common region
(residues 203–735). The N terminus of VP3 (residues 203–215) has
also not been observed in any available high-resolution AAV struc-
ture. Cluster 2 contains two residues (aa233 and aa235) located on
aA of the VP3 (Figure 2A). This is located on the wall of the icosahe-
dral 2-fold depression. Cluster 3 contains two residues (aa310 and
aa312) located in b strand A, which forms part of the core of the
capsid facing the capsid interior (Figure 2A). Cluster 4 contains two
residues (aa503 and aa596) located in VR-V and VR-VIII, respec-
tively. These VRs interact to form the 3-fold protrusion on the
external surface of the capsid, and this region has been shown to be
important for AAV antigenic reactivity, sialic acid binding, and
HSPG binding (Figures 2A–2C).47,48

To eliminate animal-to-animal variability, we adapted an AAV in vivo
biodistribution analysis method based on the NGS of vector-encoded
DNA/RNA barcodes.49–51 Packaging of individually barcoded trans-
genes into multiple capsids enables a fast and powerful characteriza-
tion of variants based on physical (cell entry, DNA) and functional
(transgene expression, RNA/cDNA) transduction, respectively. To
minimize the possibility that a particular 6-nt barcode affected trans-
gene expression, five different barcodes were packaged per capsid
(exemplified in Figure S4). Furthermore, to achieve a complete view
of capsid functionality, the barcoded cassettes were packaged at
increasing concentrations, allowing simultaneous study of vector per-
formance at different multiplicities of transduction (MOTs)
(Figure S4).

Each of the 16 AAV2 variants defined in Figure 2D was used to pack-
age five barcoded transgenes (see Materials and Methods for details).
Study of the barcode distribution in the vector mix confirmed the
presence of capsid transgene subpopulations at increasing concentra-
tions (Table S2). The vector mix was subsequently injected into an
hFRG mouse (1 � 1011 total vector genomes [vg]/animal), and the
barcoded region composition was analyzed at the DNA and RNA/
cDNA levels in human hepatocytes 1 week after injection. As ex-
pected from findings from the permutational analysis (Figure 1F),
the entry and the expression indexes of the variants clustered accord-
ing to the origin of the fourth structural cluster containing both
T503A and N596D mutations (Figures 2E and 2F; Figure S5). Specif-
ically, all vectors with high human liver tropism in vivo contained
both T503A and N596D changes (from AAV2.V59), whereas all eight
vectors exhibiting lower transduction of primary human hepatocytes
2020



Figure 2. Functional test of AAV2.V59 variants in

humanised FRG mice.

(A) Structure and location of AAV2.V59 residues. Model of

VP3 monomer colored gray. The residues in the VP3

clusters are shown as spheres, and the clusters are labeled

as cluster 2 (C2), cluster 3 (C3), and cluster 4 (C4). (B andC)

Surface map (B) and stereographic roadmap projection (C)

of the 3D model viewed down the icosahedral 2-fold axis.

The icosahedral 2-, 3-, and 5-fold axes, are depicted as an

oval, a triangle, and a pentagon respectively. The non-polar

residues L235 and A503 are colored yellow, polar residues

Q233 and S312 are colored pink, basic residue K310 is

colored blue, and acidic residue D596 is colored red. (D)

Cluster composition of 16 AAV2 variants, including AAV2

and AAV2.V59. (See Figure S1 for composition of each

cluster.) A yellow shadowed “0” indicates AAV2 origin for

the whole cluster, whereas a shadowed salmon “1” in-

dicates NP59 origin of the given cluster. (E and F) In vivo

performance of the 16 AAV2 cluster variants in the hu-

manized FRG (hFRG)model grouped by the origin of cluster

4 (AAV2 origin, yellow; NP59 origin, salmon). The results are

shown as mean ± SD. (E) Entry index (2,014 vg/diploid

human genome) and (F) the expression index. (G) In vivo

comparison of AAV2, AAV2.V59, and AAV.V5 variants

based on physical and functional transduction in the

xenograft liver model. Percentage of NGS readsmapped to

each capsid in human cells at the DNA (248 vg/diploid cell)

and cDNA levels, normalized to the pre-injection mix, are

shown. The results are shown as mean ± SD. Statistical

significance was calculated using the two-tailed Mann-

Whitney test. ****p < 0.0001. n.s., not significant (p > 0.05).
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contained AAV2 residues at those positions (Figures 2E and 2F).
Interestingly, no difference on entry was observed on murine liver
cells (Figure S5C). As shown in Figure S6, the rate of transcription
(DNA to cDNA) appears to be linear and affected by the capsid
used. Specifically, variants harboring the T503A and N596D muta-
tions (AAV2.V5 and AAV2.V59) showed a significantly enhanced
functional transduction compared to variants harboring AAV2 resi-
dues at the same positions.

The two independent approaches (permutational analysis and cluster
analysis) identified the T503A and N596Dmutations as the key deter-
minants driving the improved performance of AAV2.V59 in primary
human hepatocytes in the humanized liver model. As a final valida-
tion of these findings, we injected an hFRG mouse with AAV2,
AAV2.V59, and AAV2.V5 (AAV2 T503A+N596D), with each en-
coding n = 9 barcoded transgenes at increasing concentration. As
shown in Figure 2G, no statistically significant difference was
observed between AAV2.V59 and the AAV2.V5 at the DNA or
cDNA level. The percentage of reads for any of these two variants
including T503A and N596D substitutions was significantly higher
Molecular Therapy: Methods &
than AAV2, in human primary hepatocytes.
Based on these results, AAV2.V5, which differed
from prototypical AAV2 at only those two posi-
tions, was used in subsequent mechanistic studies, in which we deter-
mined how the 2 aa residues affect the capsid performance and unlock
the ability of AAV2 to functionally transduce primary human hepa-
tocytes with high efficiency.

Amino Acid Changes at Capsid Positions T503A and N596D

Reduce Heparin Binding

Strong binding to HSPG by AAV2 lowers transduction and decreases
the spread of this serotype in the brain.52,53 Interestingly, similar to
the HSPG-binding domain (HBD) of AAV2, residues 503 and 596 of
AAV2.V5 are located within the 3-fold capsid protrusions adjacent to
the determinant residues (Figures 3A–3C). The T503A substitution,
which removes a polar side chain, is part of the VR-V surface loop
and is located on the wall of the 3-fold protrusion facing the 2-/5-fold
wall and should not, in theory, affect HSPG binding (Figures 2B and
3B). However, T503 along with structurally adjacent E499 and K507
form part of the footprint for the recently discovered trafficking AAV
receptor (AAVR).54 In addition, structurally equivalent residue T502
in AAV1 along with adjacent W503 play a role in sialic acid binding
for this serotype,55 and this capsid pocket is also involved in galactose
Clinical Development Vol. 17 June 2020 1143
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Figure 3. Fnctional analysis of HSPG-detargeted AAV2 variants in the hFRG mice.

(A–C) Structure and location of AAV2.V5 residues. (A)Model of VP3monomer colored gray. The residues involved in heparin binding areR484, R487, K532, R585, andR588, and

they are colored blue. Two residues important for reduced heparin binding and improved hepatotropic transduction are D596 (red) and A503 (yellow). (B and C) Surface map (B)

and stereographic roadmap projection (C) of the 3D model viewed down the icosahedral 2-fold axes. The icosahedral 2-fold, 3-fold, and 5-fold axes are depicted as an oval,

triangle, and pentagon, respectively. (D and E) Relative in vivo performance of AAV2 variants in the hFRGmodel, represented as (D) entry (499.3 vg/diploid cell) and expression (E)

indexes. (F) Representative immunohistochemical analysis of the liver of an hFRGmouse transducedwithAAV2, AAV2.V59, AAV2-N5496D, andAAV2-N582S variants. Statistical

significance was calculated using the two-tailed Mann-Whitney test, comparing the performance of each novel variant with AAV2. Red, human GAPDH; green, vector-encoded

GFP; blue, DAPI (nuclei). Scale bar, 100 mm. (G) Quantification of the percentage of transduced human hepatocytes per human cluster. Data are shown as mean ± SD (n = 10

human clusters/mouse, n = 1 mouse/vector). Statistical significance was calculated using the two-tailed Mann-Whitney test. ****p < 0.0001. n.s., not significant (p > 0.05).
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binding for AAV9.56 N596D, which is also not a canonical HSPG-bind-
ing residue, introduces a net negative charge adjacent to R484 and is
located on the capsid surface at the base of the protrusions surrounding
1144 Molecular Therapy: Methods & Clinical Development Vol. 17 June
the 3-fold axis and adjacent toHSPG-binding residues (Figures 3A–3C).
To investigate whether these changes affected HSPG binding, the bind-
ing affinities of AAV2, AAV2.V5, AAV2.V12, and AAV2.V59
2020



Table 1. Summary of HiTrap Heparin Column Binding Studies

AAV Capsid
AAV Predominantly
Detected in:

[NaCl] at Elution Peak
Maxima (mM)

AAV2 elution fraction 453

AAV2.V5 (AAV2
T503A+N596D)

elution fraction 371

AAV2.V12 (AAV2.V59
A503T+D596N)

elution fraction 463

AAV2.V59 elution fraction 368

AAV2-N496D elution fraction 200

AAV2-N582S elution fraction 362

AAV2-K532E elution fraction 282

AAV2-6M flowthrough –

AAV8 flowthrough –

AAV8-RQNR elution fraction 650

AAV8-E533K elution fraction 369

AAV8-RQNR-N499D elution fraction 460

AAV8-E533K-N499D elution fraction 271

www.moleculartherapy.org
(Figure 2D)were compared using aHiTrap heparin column.AAV2 and
AAV2.V12 eluted at a similar and higher salt concentration than did
AAV2.V59 and AAV2.V5 (Table 1; Figures S7–S10), suggesting that
T503A+N596D changes present in AAV2.V5 and AAV2.V59 are
responsible for reduced interaction with heparin. Importantly, when
the set of 16 variants containing all possible combinations of the struc-
tural clusters (Figure 2D) was tested on the human hepatocellular carci-
noma cell lineHuH-7, two distinct groups of vectors could be identified
based on their ability to functionally transduce the cells (Figure S11).
Interestingly, and in contrast to data obtained on primary human hepa-
tocytes in the hFRG mouse (Figures 2E and 2F), the vectors containing
cluster 4 residues, and thus residues at position 503 and596 fromAAV2,
were more efficient at transducing HuH-7 cells than those capsids that
contained cluster 4 residues from AAV-NP59 (Figure S11). An in vitro
competition assay using soluble heparin confirmed that AAV2.V59 and
AAV2.V5 were more resistant to free heparin than were AAV2-derived
vectors, whereas AAV2 and AAV2.V12 showed similar inhibition pro-
files (Figure S12). Notably, no noticeable differences in binding to
AAVR16 were observed between AAV2, AAV2.V5, and AAV2.V59
despite the T503A change (Figure S13). Combined, the data strongly
suggest that the weaker binding of AAV2.V59 to HSPG, as compared
toAAV2, is responsible for its improved function in primary humanhe-
patocytes in vivo in the FRG model. Interestingly, vector yield analysis
revealed that all the variants carrying A503+D596 residues showed
significantly higher yields during production than vectors containing
AAV2 residues at these positions (Figure S14).

Alternative Substitutions Attenuating Heparin Binding Improve

In Vivo Functional Transduction of Primary Human Hepatocytes

with AAV2

Given the high performance of the bioengineered vectors selected
from the shuffled AAV library used by Paulk et al.,45 we investigated
Molecula
whether other functional capsid variants present in that same library
could provide additional insights into the relationship between capsid
sequence and function on primary human hepatocytes. To do so, the
same shuffled capsid library used by Paulk et al. was cloned into our
functional transduction selection platform (Figure 1B), and the
library was selected on primary human hepatocytes in the FRG xeno-
graft liver model following the previously described protocol (Fig-
ure 1B). NGS analysis of AAV2 amino acid positions 474–617 after
three rounds of selection led to the identification of six residues
that underwent enrichment (C482S, N496D, T503A, K532E,
N582S, N596D; Figure S15A). Two of the six residues were already
described for AAV-NP59 (T503A, N596D), while a third one
(K532E) is present in another human hepatotropic variant, AAV-
NP40.45 From the substitutions that underwent enrichment, three
(N496D, K532E, and N582S) corresponded to AAV2 positions
described to directly interact with HSPG,36,47 two (T503A and
N596D) do not interact directly with HSPG but were shown to collec-
tively affect heparin binding (Table 1; Figures S6–S9), while one
(C482), located at the 3-fold axis, is not on the capsid surface. To
study the effect of the six mutations on vector function, AAV2 vari-
ants carrying each of the individual point mutations were tested. In
addition, a seventh variant that combined all six individual changes,
referred to as AAV2.6M, was also tested. Functional comparison of
these seven variants in the hFRG xenograft model, using AAV2 and
AAV2.V59 as negative and positive controls, respectively, revealed
that three of the substitutions, N496D, K532E, and N582S, were suf-
ficient to substantially enhance both the entry and expression indexes
of AAV2 in human hepatocytes (Figures 3D and 3E). Inclusion of all
six changes in a single variant (AAV2.6M) had a detrimental effect on
the in vivo performance in both murine and human hepatocytes, and
T503A hampered murine cell entry (Figures 3D and 3E; Figure S15B).
The in vivo performance of AAV2-N496D and AAV2-N582S were
further confirmed using immunohistochemistry (Figures 3F and
3G). Investigation of whether the observed functional outcomes
were related to HSPG binding showed that the N496D and N582S
(as well as K532E) variants had decreased affinity for heparin (Table
1; Figures S16–S18), supporting the HSPG binding modulation hy-
pothesis. Alternatively, AAV2.6M was found solely in the flow-
through, which could explain its weak performance in the functional
assay (Figures 3D and 3E; Figure S19).

Functional Transduction by AAV8 Can Be Controlled via

Modulation of Heparin Affinity

We next investigated whether the observed HBD alterations and asso-
ciated functional effects were restricted to AAV2 or could be
expanded to other serotypes. To do so, we generated two AAV8 mu-
tants, AAV8-E533K and AAV8-RQNR, previously shown to have
increased affinity for heparin,57,58 and assessed them using a HiTrap
heparin column. As expected, AAV8 was found in the flowthrough
(Figure S20) while the two variants eluted at NaCl concentrations
similar to (AAV8-E533K) or higher than AAV2 (AAV8-RQNR) (Ta-
ble 1; Figures S21 and S22). Following this validation on the heparin
column, the AAV8 variants encoding the previously used ssAAV-
LSP-GFP-BC-WPRE-BGHpA cassette were functionally tested in
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Figure 4. In vivo functional test of AAV8 variants on non-engrafted FRG mice.

(A) Representative immunohistochemical analysis of a naive FRG mouse liver transduced with AAV8, AAV8-E533K, and AAV8-RQNR variants encoding the ssAAV-LSP1-

GFP-WPRE-BGHpA construct (1 � 1010 vg/mouse). Red, glutamine synthetase; green, vector-encoded GFP; blue, DAPI (nuclei). Scale bar, 100 mm. (B) NGS read dis-

tribution of AAV8 variants expressed as a percentage of total mapped reads, in the pre-injection AAVmix and in the DNA recovered frommurine liver cells. (C) Representative

immunohistochemical analysis of the liver from a naive FRG mouse transduced with AAV8, AAV8-E533K-N499D, and AAV8-RQNR-N499D variants encoding a scAAV-

CAG-GFP-SV40pA construct. To enable comparison of the AAV8 transduction pattern, AAV8 was injected at 5 � 1010 vg/mouse (high dose) and 5 � 109 vg/mouse (low

dose). Red, glutamine synthetase; green, vector-encoded GFP; blue, DAPI (nuclei). Scale bar, 100 mm.
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naive male FRG mice. In contrast to AAV8, AAV8-E533K and
AAV8-RQNR showed no detectable murine hepatocyte transduction
at the dose tested (1 � 1010 vg/mouse) (Figure 4A). To confirm the
results and account for any potential mouse-to-mouse variations,
the three variants were used to package two barcoded LSP-GFP-BC
cassettes per capsid and were co-injected into a naive FRG mouse,
together with AAV8 as a positive control. NGS analysis of AAV ge-
nomes recovered from murine hepatocytes confirmed that both
AAV8 variants with increased heparin-binding capacity (AAV8-
E533K and AAV8-RQNR) were strongly de-targeted from this organ
(Figure 4B). Having shown that AAV8-E533K and AAV8-RQNR lost
the ability to transduce murine hepatocytes compared to parental
AAV8, we investigated whether a single amino acid substitution could
reduce the heparin affinity of AAV8-E533K and AAV8-RQNR and
rescue their performance in vivo, as observed for AAV2.V5 and
AAV2. To do so, we introduced an N-to-D substitution at position
1146 Molecular Therapy: Methods & Clinical Development Vol. 17 June
499, in silico predicted as the structural equivalent of AAV2-
N496D, onto the heparin-binding AAV8 variants (referred as to
AAV8-E533K-N499D and AAV8-RQNR-N499D). A heparin-bind-
ing assay confirmed the anticipated reduction in heparin affinity
(Table 1; Figures S23 and S24). As shown in Figure 4C, the N499D
mutation improved the ability of the AAV8 HSPG mutants to trans-
duce murine hepatocytes, although, in contrast to AAV8, these vari-
ants appeared to transduce periportal hepatocytes with higher
efficiency.

DISCUSSION
Improved human hepatotropism of AAV vectors is required to bring
a higher proportion of liver diseases that are theoretically amenable to
gene therapy within the technological reach of AAV-mediated gene
transfer. The considerable recent advances in the development of
functionally superior capsid variants, however, have not been
2020
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paralleled by equal progress in elucidating the mechanisms that un-
derpin these advances. In this study, we used a sequence comparison
between the AAV2 capsid and the bioengineered AAV-NP59 variant
to understand the capsid-based determinants of in vivo human hep-
atotropism. These studies linked the superior in vivo performance of
AAV-NP59 with reduced binding affinity to heparin, the experi-
mental surrogate for HSPG. We show that in the context of AAV-
NP59 this effect is driven solely by two amino acid substitutions,
T503A and N596D. AAV2-T503A has been previously shown to
improve in vitro transduction when compared to AAV2,59 while
AAV2-N596D was reported as a heparin-de-targeted variant.60

Nevertheless, the synergestic effect of the combined amino acid sub-
stitutions on human liver transduction has gone unrecognized.

In fact, the deliberate attenuation of HSPG binding has been reported
by two independent groups to increase AAV transduction of the mu-
rine central nervous system (CNS) and the retina.52,53 In the first
study, the key AAV2 arginine residues at positions 585 and 588
were mutated to alanine (R585A, R588A), generating the AAV2-
HBKO variant. This bioengineered variant displayed significantly
greater photoreceptor transduction following subretinal delivery
and widespread striatal and cortical expression following intrastriatal
delivery in mice than did the parental AAV2. Importantly, AAV2-
HBKO was found to be de-targeted from the murine liver, and a sub-
stantial improvement in gene transfer to the heart and skeletal muscle
was also observed.52 AAV2-HBKO was also recently reported to
outperform prototypical AAV2 at the levels of both transduction
and intratissue spreading in non-human primate CNS.61 The second
study described a bioengineered AAV2-like variant, AAV-TT, incor-
porating amino acid residues conserved among AAV2-like variants
isolated from primary human samples, most notably R585S and
R588T mutations, which abolished HSPG binding.53 This variant
also exhibited strong tropism for the CNS, as well as minimal trans-
duction of other organs, such as the liver, when tested in rodents.53

Similar observations were reported in 2006 by Büning and col-
leagues21 who generated a library of AAV2 capsids carrying insertions
of seven randomized amino acids at position 587 and stratified them
according to their affinity for heparin. Non-binding AAVs were de-
targeted from the murine spleen and liver, with concomitantly
elevated levels of viral DNA in the blood. The authors interpreted
this to imply non-specific, HSPG-mediated retention of HSPG-bind-
ing AAVs in the liver and spleen, which could be linked to the high
levels of HSPG expression both on the cell surface and on the extra-
cellular matrices of these organs.62 Similarly, two recent AAV2-
related studies from the Muzyczka group63 and the Church group7

have also described decreases in murine liver transduction upon mu-
tation of R585 and R588 residues. Importantly, all of these studies
were limited to the use of murine models and were, therefore, not
configured to provide insights into improved human hepatotropism,
while, in accordance with our data, human hepatocyte entry appears
to be HSPG-independent. Thus, based on our results, we propose a
functional model, in which upon reduction of the affinity of AAV2
toward HSPG, (1) vector sequestration on extracellular matrixes is
reduced, (2) the concentration of free vector increases, and (3) the
Molecula
biodistribution of the vector increases, leading to (4) increased trans-
duction of human hepatocytes in an HSPG-independent process. The
final parameter of the model, which requires further investigation and
validation, relates to the higher normalized expression (expression
index) observed for the HSPG de-targeted variants compared to
HSPG-binding counterparts (Figure 2E). Our data strongly suggest
that, besides biodistribution and cellular entry, strong HSPG binding
through direct or indirect mechanisms, such as those affecting intra-
cellular trafficking, negatively affects post-entry steps leading to trans-
gene expression, further lowering the overall functional efficiency of
HSPG-binding vectors. Interestingly, we did not detect any effect
on murine liver transduction as shown in Figure S5. All variants,
regardless of cluster 4 origin, appeared to physically transduce cells
at equal efficiencies. This could be related to the fact that T503A
and N596D reduce, but not eliminate, HSPG binding.

A valuable insight for the preclinical testing and selection of capsid
candidates intended for use in the human liver is the dichotomous
performance of AAV2-like and NP59-like variants in vitro and in vivo
(compare Figures 2E and 2F and Figure S11). This further under-
scores the importance of preclinical testing in biologically predictive
model systems, since the in vitro results using human hepatocyte-
derived cell lines would be misleading in terms of clinical perfor-
mance. It is logical to hypothesize that due to the lack of HSPG-
rich extracellular matrix affecting capsid biodistribution, increased
HSPG binding is beneficial for the in vitro performance of AAV2.
An interesting question that arises is why the prototypical AAV2
would present such a high affinity to HSPG if this property was theo-
retically detrimental for in vivo spreading. Others have hypothesized
that the ability of AAV2 to bind HSPG could constitute a tissue cul-
ture adaptation acquired during serial passaging in the presence of
adenovirus in vitro.64 Importantly, this artificial property could also
directly contribute to the low yields in the purification process typi-
cally observed for AAV2, as it has been previously proposed that
strong binding to HSPG could lead to the loss of vector particles in
the cell debris.65 The fact that all the AAV2 variants with decreased
HSPG binding yielded a higher number of packaged particles per
cell than did AAV2 (Figure S14) supports this hypothesis. The data
further suggest that vectors with decreased HSPG binding will
enhance translational studies through improved function and
enhanced manufacturing, potentially facilitating therapeutic benefits
at a lower vector dose (improved safety) and lower cost per patient
(improved healthcare impact). However, given the high sequence
identity between these variants and AAV2, and the high prevalence
of anti-AAV2 neutralizing antibodies in the human population,1

further developments to decrease the antibody recognition might be
required to maximize clinical impact.66,67

Interestingly, the second most functional AAV variant described by
Paulk et al.,45 AAV-NP40, which, similarly to AAV-NP59 is also
closely related to AAV2 (12 aa differ between the variants), does
not harbor the key substitutions (T503A and N596D) responsible
for improved hepatotropism of AAV-NP59. Guided by our increased
understanding of the relationship between HSPG binding and vector
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hepatotropism, we investigated whether AAV-NP40 harbored any
substantial changes within the HBD situated at the capsid 3-fold pro-
trusions. Pairwise alignment of this variant with AAV2 revealed that
AAV-NP40 carries a lysine for glutamate change on K532E (AAV2
VP1 numbering), one of the five key amino acids that has historically
been associated with HS interaction. The third variant, also published
by Paulk et al.,45 AAV-NP84, carries an additional potentially HSPG
de-targeting substitution at the key arginine 585 (R585G). Thus, the
data suggest that the three variants share a common mechanism un-
derlying their improved functional performance on primary human
hepatocytes. Importantly, selection of the same capsid library used
by Paulk et al. using our replication-incompetent selection platform
yielded enrichment of variants harboring T503A, K532E, and
N596D mutations, suggesting that these variants likely existed in
the initial capsid pool within the library. However, the R585G substi-
tution present in AAV-NP84 likely arose from a de novomutation ac-
quired during library replication, since enrichment of this mutation
was not observed in our study, implying that this variant was not pre-
sent in the initial library. Our selection approach identified three
additional enriched substitutions (C482S, N496D, and N582S), two
of which were shown to substantially improve human hepatotropism
of AAV2 (Figures 3D–3G). Since the in vivo human hepatocyte cell
entry of the AAV2-C482S variant was found to be similar to that of
prototypical AAV2 (Figure 3D), we hypothesize that the enrichment
of this variant was likely a consequence of a process unrelated to
HSPG de-targeting. The AAV capsid proteins have five conserved
cysteine residues, with C482 being the most variable (C482S/
C482M changes in AAV4, AAV5, and AAV9).68 Previous studies
have shown that the performance of the AAV2-C482S variant was
indistinguishable from AAV2 in terms of capsid formation, titer,
and transduction efficiency.68 Thus, the enrichment of this variant
was possibly due to a synergistic effect linked to another enriched res-
idue, such as T503A+N596D.

Notably, the same phenotypical properties that apply to AAV2 vari-
ants could be translated to another AAV variant, as shown for AAV8.
The generation of the two AAV8 heparin-binding variants (AAV8-
E533K and AAV8-RQNR) resulted in (1) lower vector yield per pack-
aging cell (Figure S25) and (2) reduced murine hepatotropism,
presumably due to hampered biodistribution. Reduced functional
transduction of murine hepatocytes was previously reported for an
AAV8 variant with an added heparin-binding domain, as well as
reduced yields for an AAV9 variant with a similar heparin-binding
related modification.69 Importantly, through the introduction of the
structurally equivalent N496D mutation onto the AAV8 heparin-
binding variants, we were able to correlate the reduction of heparin
binding with the partial recovery of murine hepatotropism (Fig-
ure 4C). Interestingly, and inversely to prototypical AAV8, which
has been shown to preferentially transduce pericentral hepatocytes
in the murine liver,70,71 the zonation profile of AAV8-RQNR-
N499D and AAV8-E533K-N499D variants appeared to be periportal
(Figure 4C). We hypothesize that this change in transduction zona-
tion is related to the fact that these two variants still bind HSPG, in
juxtaposition to the non-binding AAV8 (Table 1). Under our working
1148 Molecular Therapy: Methods & Clinical Development Vol. 17 June
model, HSPG binding would artificially favor transduction of hepato-
cytes more proximal to the blood vessels through which AAVs enter
the liver, similarly to what was reported for AAV2.70 This observation
has important consequences for selecting a specific AAV variant for
gene therapy applications that would benefit from targeting of specific
hepatic zones, such as for metabolic defects of urea cycle disorders
(UCDs).

Finally, while the data presented in this study are of direct relevance to
the development of new AAV-mediated treatment options for dis-
eases of the human liver, the targeted attenuation or modulation of
AAV capsid interactions with HSPG may be similarly applicable to
other organs, especially when applied to parental serotypes in
addition to AAV2. Various tissues all present a unique HSPG envi-
ronment, and, therefore, fine-tuning the strength of AAV capsid in-
teractions with HSPG could prove an essential step in optimizing
the functional performance of capsids intended for therapeutic use.

MATERIALS AND METHODS
Mouse Studies

All animal experimental procedures and care were approved by the
joint Children’s Medical Research Institute (CMRI) and The Chil-
dren’s Hospital at Westmead Animal Care and Ethics Committee.
Fah�/�Rag2�/�Il2rg�/� (FRG) mice43 were bred at CMRI. Recipient
animals were housed in individually ventilated cages (IVCs) with 2-
(2-nitro-4-trifluoromethylbenzoyl)-1,3-cyclohexanedione (NTBC)-
supplemented drinking water. When 6–8 weeks old, FRG mice
were engrafted with human hepatocytes (Lonza Group, Basel,
Switzerland), as described previously.43 hFRG mice were placed on
10% NTBC 1 week prior to AAV transduction and were maintained
in this condition until harvest. Information on sex, age, and levels of
repopulation of the mice used in this study can be found in Table S5.
Mice were randomly assigned to experiments and transduced via
intravenous injection (lateral tail vein) with the indicated vector
doses. Mice were euthanized by CO2 inhalation either 1 or 2 weeks
after transduction for barcoded NGS analysis or immunohistochem-
istry studies, respectively.

Isolation of Human Hepatocytes by Collagenase Perfusion

To obtain murine and human single-cell suspensions from xeno-
grafted murine livers, the inferior vena cava (IVC) was cannulated
and the portal vein cut to allow outflow of perfusate. 25 mL of four
solutions was pumped with an osmotic minipump (Gilson Minipuls
3) in the following order: 25 mL of Hanks’ balanced salt solution
(HBSS) (�/�) (catalog no. H9394; Sigma), 25 mL of HBSS/0.5 mM
EDTA, 25 mL of HBSS, and 25 mL of HBSS/5 mM CaCl2, 0.05%
(w/v) collagenase IV (Sigma), and 0.01% (w/v) DNase I (Sigma).
Following perfusion, liver capsules were broken with the blunt end
of a scalpel blade on a Petri dish containing 25 mL of DMEM supple-
mented with 10% fetal bovine serum (FBS). The suspension was
passed through a 100-mm nylon cell strainer and spun at 50 � g for
3 min at 4�C. Live and dead cells were separated with isotonic Percoll
(GE Healthcare), following the manufacturer’s instructions. Live cells
were pelleted at 860 � g for 10 min at 4�C and resuspended in FACS
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buffer (PBS (�/�) with 5% FBS and 5 mM EDTA). Cells were labeled
with biotin-conjugated anti-mouse-H2Kb (clone AF6-88.5, BD Phar-
mingen, 553568; 1:100) and allophycocyanin (APC)-conjugated
streptavidin (eBioscience, 17-4317-82; 1:500) for murine labeling
and with phycoerythrin (PE)-conjugated anti-human-HLA (human
leukocyte antigen)-ABC (clone W6/32; Invitrogen, 12-9983-42;
1:20) for human hepatocyte labeling. GFP-positive labeled samples
were sorted to a minimal 95% purity using a BD Influx cell sorter.
Sorting of the GFP-positive population was included to enrich for
murine hepatocytes among non-parenchymal cells (NPCs), given
the hepatocyte-restricted expression of the pLSP1-GFP-WPRE-
BGHpA AAV construct. Flow cytometry was performed at the
Flow Cytometry Facility, Westmead Institute for Medical Research
(Westmead, NSW, Australia). The data were analyzed using FlowJo
7.6.1.

Human Albumin ELISA

Levels of human cell engraftment in engrafted FRG mice were
measured assessing the presence of human albumin on peripheral
blood, using the human albumin ELISA quantitation kit (Bethyl Lab-
oratories, catalog no. E80-129).43

Adeno-Associated Virus Transgene Constructs

All of the vectors used in the study contain AAV2 ITR sequences. The
AAV construct pLSP1-EGFP-WPRE-BGHpA, which encodes EGFP
under the transcriptional control of a heterologous promoter contain-
ing one copy of the SERPINA1 (hAAT) promoter and two copies of
the APOE enhancer element, has been previously reported.72 6-nt-
long barcodes were cloned downstream of EGFP.

DNA and RNA Isolation

For DNA extraction, sorted cells were resuspended in 200 mL of lysis
buffer (100 mM Tris-HCl [pH 8.5]; Astral Scientific, BioSD8141-
450ML), 5 mM EDTA (Thermo Fisher Scientific), 0.2% (w/v) sodium
dodecyl sulfate (Sigma-Aldrich), and 200 mM NaCl (Sigma-Aldrich)
containing 50 mg/mL proteinase K (Bioline) and incubated overnight
at 56�C, followed by addition of PureLink RNase A (Thermo Fisher
Scientific, catalog no. 12091021) at 0.4 mg/mL and incubation at
37�C. DNA was then extracted using a standard phenol/chloroform
protocol using phenol/chloroform/isoamyl alcohol (25:24:1)
(Sigma-Aldrich), followed by DNA ethanol precipitation.73 RNA
was extracted using the Direct-zol kit (Zymogen, catalog no.
R2062) and subsequently treated with TURBO DNase (Thermo
Fisher Scientific, catalog no. AM2238). cDNA was synthesized using
the SuperScript IV first-strand synthesis system, following the manu-
facturer’s instructions (Thermo Fisher Scientific, catalog no.
18091050).

AAV Vector Packaging and Viral Production

AAV constructs were packaged into AAV capsids using HEK293 cells
and a helper-virus-free system as previously described.74 Genomes
were packaged in capsid variants using packaging plasmid constructs
harboring rep genes fromAAV2 and a specific cap. Packaging of mul-
tiple barcoded ss-LSP1-EGFP-BC-WPRE-BGHpA transgenes at
Molecula
increasing concentration was achieved by simultaneous transfection
of 2, 4, 8, 12, and 16 mg of single-barcoded transgenes per vector
production (5 � 15-cm HEK293T plates). Functional transduction
libraries were packaged as described above, with the additive co-
transfection of 37.5 mg/vector production of a plasmid harboring
rep2 (p-Rep2). All vectors/libraries were purified using iodixanol
gradient ultracentrifugation as previously described.75 AAV prepara-
tions were titered using real-time quantitative PCR (qPCR) using
EGFP-specific qPCR primers GFP-qPCR-For/Rev (Table S4).

Cell Culture, Vector Transduction, and Heparin Competition

Assay

HuH-7 cells were kindly provided by Dr. Jerome Laurence (Univer-
sity of Sydney). HEK293 cells were obtained from ATCC. All cells
were tested for mycoplasma and were mycoplasma-free. Cells were
cultured in Dulbecco’s modified Eagle’s medium (DMEM) (Gibco,
11965-092) supplemented with 100 U/mL penicillin/100 mg/mL
streptomycin (Sigma-Aldrich, P4458) and 10% FBS (Sigma-Aldrich,
F9423-500mL, lot no. 16K598). For HuH-7, media were also supple-
mented with non-essential amino acids (Gibco, 11140-050). Cells
were passaged using TrypLE express enzyme (Gibco, 12604-21).
For transduction studies, cells were plated into 24-well plates in com-
plete DMEM at 1 � 105 cells per well and incubated overnight in a
tissue-culture incubator at 37�C/5% CO2. 16 h later, the vector stock
was added to cells (at the indicated vg copies [vgc]/cell). For the hep-
arin competition assay (Figure S12), cells were seeded at 105 per well
into 24-well plates at day 0 and transduced at the indicated vgc/cell.
When indicated, heparin sodium salt (Sigma, H3149-50KU, lot no.
SLBW2119) was supplemented from a 100� stock at 100 mg/mL (Fig-
ures S12A and S12B) or at 400 mg/mL (Figures S12C and S12D). After
72 h, the cells were harvested using TrypLE express and analyzed for
GFP using BD LSRFortessa cell analyzer. The data were analyzed us-
ing FlowJo 7.6.1.

Barcode Amplification, NGS, and Distribution Analysis

The 150-bp region englobing the 6-nt barcode was amplified with Q5
high-fidelity DNA polymerase (NEB, catalog no. M0491L) using
BC_F and BC_R primers (Table S4). NGS library preparations and
sequencing using a 2 � 150-paired-end (PE) configuration were
performed by Genewiz (Suzhou, China) using an Illumina MiSeq in-
strument. To process reads and count barcodes we used a Snakemake
(5.6) pipeline.76 Paired reads were merged using BBMerge and filtered
for reads of the expected length in a second pass through BBDuk, both
from BBTools 38.68 (https://sourceforge.net/projects/bbmap/).
Merged, filtered fastq files were passed to a Perl (5.26)77 script that
matched barcodes corresponding to AAV variants.

Immunohistochemical Analysis of Mouse Livers

Engrafted and non-engrafted mouse livers were fixed with 4% (w/v)
paraformaldehyde and cryo-protected in 10%–30% (w/v) sucrose
before freezing in OCT (Tissue-Tek; Sakura Finetek USA, Torrance,
CA, USA), as previously described.72 Livers were sectioned (5 mm)
and permeabilized in �20�C methanol and then room temperature
0.1% Triton X-100. Sections were stained with DAPI (Invitrogen,
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D1306) at 0.08 ng/mL and anti-human GAPDH antibody (Abcam,
catalog no. ab215227, clone AF674). When indicated, sections were
also reacted with anti-glutamine synthetase antibody (Abcam, catalog
no. ab73593). Following immunolabeling, the images were captured
and analyzed on a Zeiss Axio Imager M1 using ZEN 2 software. Per-
centages of transduced human hepatocytes per field of view were
determined by counting total human GAPDH-positive cells and
EGFP/human GAPDH double-positive cells.
Site-Directed Mutagenesis

Site-directed mutagenesis was performed using the Q5 site-directed
mutagenesis kit (NEB, catalog no. E0554S). All the AAV cap variants
generated via site-directed mutagenesis and the specific primers used
for each are summarized in Table S3.
Sanger Sequencing

Sanger sequencing was performed at the Garvan Molecular Genetics
facility of the Garvan Institute of Medical Research (Darlinghurst,
NSW, Australia).
Heparin Binding Assay

The heparin affinity of listed AAV vector variants was determined on
an ÄKTA pure 25M2 (GE Healthcare) fast protein liquid chromatog-
raphy (FPLC) system using a 1-mL HiTrap heparin HP column (GE
Healthcare, catalog no. 1704601, lot no. 10276193). All chromatog-
raphy steps were performed at a flow rate of 1 mL/min at room tem-
perature. 7 � 1011 vg of iodixanol gradient-purified recombinant
AAV (rAAV) vector encoding an LSP1-EGFP-BC-WPRE-BGHpA
were diluted in a dilution buffer containing 2.5 mM KCl, 1 mM
MgCl, and 10mMphosphate (pH 7.4). This reduced NaCl concentra-
tion to a final 40 mM. Samples were then concentrated to a volume of
150 mL using an Amicon Ultra-15 centrifugal filter unit (Merck, cat-
alog no. UFC910096) with a 10,000 kDa cutoff. The heparin column
was routinely equilibrated with 3 column vol (CV) of buffer B (PBS +
1 M NaCl [pH 7.4]), followed by 5 CV of buffer A (40 mM NaCl,
2.5 mM KCl, 1 mM MgCl, 10 mM phosphate [pH 7.4]). rAAV was
loaded into a 2-mL sample loop and 135 mL and applied to the hep-
arin column with 4 CV of buffer A. The column was washed with 20
CV of buffer A to wash off unbound particles. For binding variants,
the affinity of the serotype to heparin was determined by eluting
the sample with a linear gradient of 0%–100% buffer B (40-
1,137 mM NaCl), applied over 10 CV. The elution NaCl concentra-
tion was measured at the maximum of the UV absorbance (A280)
peak for each rAAV variant. The flowthrough and elution phases
were collected as 0.25-mL fractions using the Fraction Collection
F9-C (GE Healthcare). The presence of rAAV in the A280 peaks
was confirmed by running corresponding fractions on SDS-PAGE
and silver staining to detect VP1, VP2, and VP3 proteins, and the
overall proportion of rAAV molecules on the flowthrough/elution
phases were determined by SYBR Green qPCR (Bio-Rad, catalog
no. 172-5125) using GFP-qPCR-For and GFP-qPCR-Rev primers
(Table S4).
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Vector DNA Copy Number Per Cell

Vector copy numbers were measured via digital droplet PCR (ddPCR,
Bio-Rad, Berkeley, CA, USA) using EvaGreen supermix (Bio-Rad,
catalog no. 1864034) and following the manufacturer’s instructions.
To detect AAV genomes, GFP primers were used (GFP-qPCR-For/
Rev), and vector genomes were normalized to human albumin copy
number using primers human ALB_F/R_ddPCR (Table S4).

AAV Structural Visualizations

To visualize the location of cluster residues on the AAV2.V59 and
AAV2.V5 capsids, a 3D homology model of a VP3 monomer was
generated by uploading the sequence to the online SWISS-MODEL
server.78,79 A 60-mer of the VP3 was made using the oligomer gener-
ator subroutine of the online VIPERdb server.80 Visualization with
the COOT application,81 Pymol,82 and Chimera83 showed that the
location of the residues in clusters 2, 3, and 4. Stereographic roadmap
projections were generated using the program RIVEM.84

Data Sharing

The data that support the findings of this study are available from the
corresponding author upon request.

Statistical Analyses

Nonparametric statistical analyses were performed using the two-
tailed Mann-Whitney test with the specified biological replicates in
each experimental group. p < 0.05 was considered significant.

Construction of Library AAV2Lib2048

For a detailed description of the process, refer to Figure S26. Four
AAV2 backbone variants encoding for the full cap ORF were first
generated (AAV2, a T503A variant, a N596D variant, and a double
mutant). The DNA fragments englobing all of the possible combina-
tions corresponding to the first five mutations between AAV2 and
NP59 were custom synthesized (25 = 32 fragments), as well as the
following four (24 = 16 fragments). Fragments were individually
PCR amplified with overlapping primers and Gibson assembled on
an equimolar ratio to the PCR-amplified and DpnI-treated backbones
englobing the four distinct variants (22 = 4). Thus, the total
complexity of the library was expected to be of 2,048 variants (32 �
16� 4), equivalent to the permutation of the 11 variable amino acids
(211 = 2,048). The assembled library was then electroporated into
SS320 cells (Lucigen, catalog no. 60512-2). The pool of transformants
was grown overnight in 250mL of Luria-Bertani media supplemented
with trimethoprim (Sigma-Aldrich, catalog no. T7883) (final concen-
tration of 10 mg/mL). Total plasmids were purified with an EndoFree
maxiprep kit (QIAGEN, catalog no. 12362) as per the manufacturer’s
instructions and subsequently digested overnight with SwaI and NsiI.
1.4 mg of insert was ligated at 16�C using T4DNA ligase (NEB, catalog
no. M0202) for 16 h into 1 mg of the recipient functional transduction
AAV2-based platform digested with compatible enzymes. Ligation
reactions were concentrated using ethanol precipitation, electropo-
rated into SS320 electrocompetent cells, and grown as described
above. Library monitoring was achieved by individually amplifying
capsid regions corresponding to clusters with primers cluster 1–4
2020
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(F/R, Table S4) followed by NGS (2� 150 paired-ends for cluster 1–5,
2 � 350 paired-ends for cluster 4).

For library selection, 100 ng of purified DNA from sorted cells was
then used for PCR recovery of the enriched full-length capsids using
Q5 polymerase (NEB, catalog no. M0491S), Cap Rescue F/R primers
(Table S4) and the following thermocycler conditions: 30 s at 98�C, 35
cycles of 10 s at 98�C, 60�C for 10 s, 72�C for 1.10 min, and a final
extension of 72�C for 5 min. The PCR product was cloned into a
compatible recipient plasmid upon Gibson assembly.
Functional Transduction Library Selection

The original shuffled AAV library containing AAV-NP59 was kindly
provided by Prof. Mark Kay (Stanford University). The library was di-
gested overnight with SwaI and NsiI (flanking the cap gene) and
cloned into the functional transduction plasmid platform as described
above. Packaged functional transduction libraries were injected at 5�
1010 vg/mouse. One week after transduction, GFP+ human hepato-
cytes were recovered and total DNAwas extracted as described above.
The cap gene was PCR recovered with primers Recovery_F/R (Table
S4), and the amplicon was used to generate the subsequent library as
described under “Construction of LibraryLib2048” above.
Construction of Clustered Variants and AAV2.V59

The fifteen clustered variants described in Figure 2B were built by in-
dividual Gibson based assemblies of the individually synthesized frag-
ments defined for AAV2Lib2048, harboring either the whole cluster
from AAV2 or from NP59 origin. As example, AAV2.V59 was gener-
ated assembling the three fragments harboring all the eleven
mutations.
Viral Overlay Assay

A virus overlay assay was performed as described before with minor
modifications.85 HuH-7 membrane proteins were extracted using the
Mem-PER Plus membrane protein extraction kit (Thermo Fisher Sci-
entific, catalog no. 89842) as per the manufacturer’s instructions.
100 mg of purified membrane proteins was separated using 4%–12%
NuPAGE Bis-Tris gels (Life Technologies, Carlsbad, CA, USA, cata-
log no. NP0322) and electrotransferred onto a polyvinylidene fluoride
(PVDF) membrane. The membrane was sequentially incubated with
TBST buffer (Tris-buffered saline with 0.1% Tween 20) with 5% non-
fat milk (NFT) first and with purified rAAV vectors at 5 � 1011 vgc/
mL in TBST-2% NFT overnight. Membrane was then washed three
times (10 min/wash) with membrane wash buffer (1� PBS with
0.1% Tween 20) followed by incubation with an anti-intact AAV2
A20 antibody (ARP, 03-61055) at a 1:100 dilution for 1 h at room
temperature in TBST-2% NFT. Membrane was then washed three
times (10 min/wash) with membrane wash buffer. A horseradish
peroxidase (HRP)-conjugated secondary antibody was used then to
detect signal using SuperSignal West Pico chemiluminescent sub-
strate (Thermo Fisher Scientific, Rockford, IL, USA, catalog no.
34080) and a FujiFilm luminescent image analyzer system (LAS-
4000). Membrane was then stripped and incubated with anti-
Molecula
KIAA0319L (AAV-R) (Abcam, AB105385) at 1:400 dilution and
signal was detected as described below.
SUPPLEMENTAL INFORMATION
Supplemental Information can be found online at https://doi.org/10.
1016/j.omtm.2020.05.004.
AUTHOR CONTRIBUTIONS
M.C.-C., A.W., I.E.A. M.A.-M., and L.L designed the experiments.
M.C.-C., A.W., R.G.N., G.B., E.Z., A.K.A., S.H.Y.L, S.S., E.S., K.L.D.,
A.R., M.D., C.V.H., A.B. and L.L. generated reagents, protocols, per-
formed experiments, and analyzed data. M.C.-C., C.V.H., M.D. and
L.L. wrote the article and generated the figures. All authors reviewed,
edited, and commented on the article.
CONFLICTS OF INTEREST
M.C.-C., C.V.H., I.E.A., and L.L. are inventors on patent applications
filed by Children’s Medical Research Institute related to AAV capsid
sequences and in vivo function of novel AAV variants. L.L. is a co-
founder and scientific advisor of LogicBio Therapeutics and the
founding scientist of Perception Biosystems. A.J.T. is a co-founder
and scientific consultant for Orchard Therapeutics, as well as a
consultant for Rocket Pharmaceuticals, Generation Bio, bluebird
bio, 4Bio Capital Partners, and Sana Biotechnology. M.A.-M. is a Sci-
entific Advisory Board (SAB)member for Voyager Therapeutics, Inc.,
and AGTC, has a sponsored research agreement with StrideBio, Inc.,
Voyager Therapeutics, Inc., and Intima Biosciences, Inc., and is a
consultant for Intima Biosciences, Inc. M.A.-M. is a co-founder of
StrideBio, Inc., a biopharmaceutical company with interest in devel-
oping AAV vectors for gene delivery application. M.A.-M. and A.B.
have intellectual property (IP) licensed to biopharmaceutical com-
panies. L.L. and I.A.E. have consulted on technologies addressed in
this paper. L.L. and I.A.E. have stock and/or equity in companies
with technology broadly related to this paper. The remaining authors
declare no competing interests.
ACKNOWLEDGMENTS
We thank the CMRI Vector and Genome Engineering Facility for
help in vector preparation, and the Cytometry Facility of the West-
mead Institute for Medical Research for help with sorting human/
murine hepatocytes. This work was supported by project grants
from the Australian National Health and Medical Research Council
(NHMRC) to L.L. (APP1108311 and APP1161583) and I.E.A.
(APP1156431). The work of L.L. was also supported by research
grants from the Department of Science and Higher Education ofMin-
istry of National Defense, Republic of Poland (“Ko�sciuszko” k/10/
8047/DNiSW/T–WIHE/3) and from the National Science Center, Re-
public of Poland (OPUS 13) (UMO-2017/25/B/NZ1/02790). A.K.A.
was supported by a PhD stipend from Children’s Medical Research
Institute and a PhD scholarship from The University of Sydney.
A.J.T. is a Wellcome Trust Principal Research Fellow. M.A.-M. and
A.B. were supported by NSF grant DMS 1563234 and NIH grant
R01 GM082946.
r Therapy: Methods & Clinical Development Vol. 17 June 2020 1151

https://doi.org/10.1016/j.omtm.2020.05.004
https://doi.org/10.1016/j.omtm.2020.05.004
http://www.moleculartherapy.org


Molecular Therapy: Methods & Clinical Development
REFERENCES
1. Calcedo, R., Vandenberghe, L.H., Gao, G., Lin, J., and Wilson, J.M. (2009).

Worldwide epidemiology of neutralizing antibodies to adeno-associated viruses.
J. Infect. Dis. 199, 381–390.

2. Hoggan, M.D., Blacklow, N.R., and Rowe, W.P. (1966). Studies of small DNA viruses
found in various adenovirus preparations: physical, biological, and immunological
characteristics. Proc. Natl. Acad. Sci. USA 55, 1467–1474.

3. Srivastava, A., Lusby, E.W., and Berns, K.I. (1983). Nucleotide sequence and organi-
zation of the adeno-associated virus 2 genome. J. Virol. 45, 555–564.

4. Johnson, F.B., Ozer, H.L., and Hoggan, M.D. (1971). Structural proteins of adeno-
virus-associated virus type 3. J. Virol. 8, 860–863.

5. Snijder, J., van de Waterbeemd, M., Damoc, E., Denisov, E., Grinfeld, D., Bennett, A.,
Agbandje-McKenna, M., Makarov, A., and Heck, A.J. (2014). Defining the stoichiom-
etry and cargo load of viral and bacterial nanoparticles by Orbitrap mass spectrom-
etry. J. Am. Chem. Soc. 136, 7295–7299.

6. Cao, M., You, H., and Hermonat, P.L. (2014). The X gene of adeno-associated virus 2
(AAV2) is involved in viral DNA replication. PLoS ONE 9, e104596.

7. Ogden, P.J., Kelsic, E.D., Sinai, S., and Church, G.M. (2019). Comprehensive AAV
capsid fitness landscape reveals a viral gene and enables machine-guided design.
Science 366, 1139–1143.

8. Sonntag, F., Schmidt, K., and Kleinschmidt, J.A. (2010). A viral assembly factor pro-
motes AAV2 capsid formation in the nucleolus. Proc. Natl. Acad. Sci. USA 107,
10220–10225.

9. Samulski, R.J., Berns, K.I., Tan, M., and Muzyczka, N. (1982). Cloning of adeno-asso-
ciated virus into pBR322: rescue of intact virus from the recombinant plasmid in hu-
man cells. Proc. Natl. Acad. Sci. USA 79, 2077–2081.

10. Lusby, E., Fife, K.H., and Berns, K.I. (1980). Nucleotide sequence of the inverted ter-
minal repetition in adeno-associated virus DNA. J. Virol. 34, 402–409.

11. Flotte, T.R., Afione, S.A., Conrad, C., McGrath, S.A., Solow, R., Oka, H., Zeitlin, P.L.,
Guggino, W.B., and Carter, B.J. (1993). Stable in vivo expression of the cystic fibrosis
transmembrane conductance regulator with an adeno-associated virus vector. Proc.
Natl. Acad. Sci. USA 90, 10613–10617.

12. Rabinowitz, J.E., Rolling, F., Li, C., Conrath, H., Xiao, W., Xiao, X., and Samulski, R.J.
(2002). Cross-packaging of a single adeno-associated virus (AAV) type 2 vector
genome into multiple AAV serotypes enables transduction with broad specificity.
J. Virol. 76, 791–801.

13. Hastie, E., and Samulski, R.J. (2015). Adeno-associated virus at 50: a golden anniver-
sary of discovery, research, and gene therapy success—a personal perspective. Hum.
Gene Ther. 26, 257–265.

14. Summerford, C., and Samulski, R.J. (1998). Membrane-associated heparan sulfate
proteoglycan is a receptor for adeno-associated virus type 2 virions. J. Virol. 72,
1438–1445.

15. Mietzsch, M., Broecker, F., Reinhardt, A., Seeberger, P.H., and Heilbronn, R. (2014).
Differential adeno-associated virus serotype-specific interaction patterns with syn-
thetic heparins and other glycans. J. Virol. 88, 2991–3003.

16. Pillay, S., Meyer, N.L., Puschnik, A.S., Davulcu, O., Diep, J., Ishikawa, Y., Jae, L.T.,
Wosen, J.E., Nagamine, C.M., Chapman, M.S., and Carette, J.E. (2016). An essential
receptor for adeno-associated virus infection. Nature 530, 108–112.

17. Dudek, A.M., Zabaleta, N., Zinn, E., Pillay, S., Zengel, J., Porter, C., Franceschini, J.S.,
Estelien, R., Carette, J.E., Zhou, G.L., and Vandenberghe, L.H. (2020). GPR108 is a
highly conserved AAV entry factor. Mol. Ther. 28, 367–381.

18. Opie, S.R., Warrington, K.H., Jr., Agbandje-McKenna, M., Zolotukhin, S., and
Muzyczka, N. (2003). Identification of amino acid residues in the capsid proteins
of adeno-associated virus type 2 that contribute to heparan sulfate proteoglycan bind-
ing. J. Virol. 77, 6995–7006.

19. Kern, A., Schmidt, K., Leder, C., Müller, O.J., Wobus, C.E., Bettinger, K., Von der
Lieth, C.W., King, J.A., and Kleinschmidt, J.A. (2003). Identification of a heparin-
binding motif on adeno-associated virus type 2 capsids. J. Virol. 77, 11072–11081.

20. Boye, S.L., Bennett, A., Scalabrino, M.L., McCullough, K.T., Van Vliet, K.,
Choudhury, S., Ruan, Q., Peterson, J., Agbandje-McKenna, M., and Boye, S.E.
(2016). Impact of heparan sulfate binding on transduction of retina by recombinant
adeno-associated virus vectors. J. Virol. 90, 4215–4231.
1152 Molecular Therapy: Methods & Clinical Development Vol. 17 June
21. Perabo, L., Goldnau, D., White, K., Endell, J., Boucas, J., Humme, S., Work, L.M.,
Janicki, H., Hallek, M., Baker, A.H., and Büning, H. (2006). Heparan sulfate proteo-
glycan binding properties of adeno-associated virus retargeting mutants and conse-
quences for their in vivo tropism. J. Virol. 80, 7265–7269.

22. DiMattia, M.A., Nam, H.J., Van Vliet, K., Mitchell, M., Bennett, A., Gurda, B.L.,
McKenna, R., Olson, N.H., Sinkovits, R.S., Potter, M., et al. (2012). Structural insight
into the unique properties of adeno-associated virus serotype 9. J. Virol. 86, 6947–
6958.

23. Govindasamy, L., DiMattia, M.A., Gurda, B.L., Halder, S., McKenna, R., Chiorini,
J.A., Muzyczka, N., Zolotukhin, S., and Agbandje-McKenna, M. (2013). Structural in-
sights into adeno-associated virus serotype 5. J. Virol. 87, 11187–11199.

24. Govindasamy, L., Padron, E., McKenna, R., Muzyczka, N., Kaludov, N., Chiorini, J.A.,
and Agbandje-McKenna, M. (2006). Structurally mapping the diverse phenotype of
adeno-associated virus serotype 4. J. Virol. 80, 11556–11570.

25. Drouin, L.M., Lins, B., Janssen, M., Bennett, A., Chipman, P., McKenna, R., Chen,W.,
Muzyczka, N., Cardone, G., Baker, T.S., and Agbandje-McKenna, M. (2016). Cryo-
electron microscopy reconstruction and stability studies of the wild type and the
R432A variant of adeno-associated virus type 2 reveal that capsid structural stability
is a major factor in genome packaging. J. Virol. 90, 8542–8551.

26. Halder, S., Van Vliet, K., Smith, J.K., Duong, T.T., McKenna, R., Wilson, J.M., and
Agbandje-McKenna, M. (2015). Structure of neurotropic adeno-associated virus
AAVrh.8. J. Struct. Biol. 192, 21–36.

27. Lerch, T.F., Xie, Q., and Chapman, M.S. (2010). The structure of adeno-associated
virus serotype 3B (AAV-3B): insights into receptor binding and immune evasion.
Virology 403, 26–36.

28. Mikals, K., Nam, H.J., Van Vliet, K., Vandenberghe, L.H., Mays, L.E., McKenna, R.,
Wilson, J.M., and Agbandje-McKenna, M. (2014). The structure of AAVrh32.33, a
novel gene delivery vector. J. Struct. Biol. 186, 308–317.

29. Nam, H.J., Lane, M.D., Padron, E., Gurda, B., McKenna, R., Kohlbrenner, E.,
Aslanidi, G., Byrne, B., Muzyczka, N., Zolotukhin, S., and Agbandje-McKenna, M.
(2007). Structure of adeno-associated virus serotype 8, a gene therapy vector.
J. Virol. 81, 12260–12271.

30. Ng, R., Govindasamy, L., Gurda, B.L., McKenna, R., Kozyreva, O.G., Samulski, R.J.,
Parent, K.N., Baker, T.S., and Agbandje-McKenna, M. (2010). Structural character-
ization of the dual glycan binding adeno-associated virus serotype 6. J. Virol. 84,
12945–12957.

31. Padron, E., Bowman, V., Kaludov, N., Govindasamy, L., Levy, H., Nick, P., McKenna,
R., Muzyczka, N., Chiorini, J.A., Baker, T.S., and Agbandje-McKenna, M. (2005).
Structure of adeno-associated virus type 4. J. Virol. 79, 5047–5058.

32. Tan, Y.Z., Aiyer, S., Mietzsch, M., Hull, J.A., McKenna, R., Grieger, J., Samulski, R.J.,
Baker, T.S., Agbandje-McKenna, M., and Lyumkis, D. (2018). Sub-2 Å Ewald curva-
ture corrected structure of an AAV2 capsid variant. Nat. Commun. 9, 3628.

33. Xie, Q., Bu, W., Bhatia, S., Hare, J., Somasundaram, T., Azzi, A., and Chapman, M.S.
(2002). The atomic structure of adeno-associated virus (AAV-2), a vector for human
gene therapy. Proc. Natl. Acad. Sci. USA 99, 10405–10410.

34. Mietzsch, M., Barnes, C., Hull, J.A., Chipman, P., Xie, J., Bhattacharya, N., Sousa, D.,
McKenna, R., Gao, G., and Agbandje-McKenna, M. (2020). Comparative analysis of
the capsid structures of AAVrh.10, AAVrh.39, and AAV8. J. Virol. 94, e01769-19.

35. Venkatakrishnan, B., Yarbrough, J., Domsic, J., Bennett, A., Bothner, B., Kozyreva,
O.G., Samulski, R.J., Muzyczka, N., McKenna, R., and Agbandje-McKenna, M.
(2013). Structure and dynamics of adeno-associated virus serotype 1 VP1-unique
N-terminal domain and its role in capsid trafficking. J. Virol. 87, 4974–4984.

36. Levy, H.C., Bowman, V.D., Govindasamy, L., McKenna, R., Nash, K., Warrington, K.,
Chen, W., Muzyczka, N., Yan, X., Baker, T.S., and Agbandje-McKenna, M. (2009).
Heparin binding induces conformational changes in Adeno-associated virus serotype
2. J. Struct. Biol. 165, 146–156.

37. DiMattia, M., Govindasamy, L., Levy, H.C., Gurda-Whitaker, B., Kalina, A.,
Kohlbrenner, E., Chiorini, J.A., McKenna, R., Muzyczka, N., Zolotukhin, S., and
Agbandje-McKenna, M. (2005). Production, purification, crystallization and prelim-
inary X-ray structural studies of adeno-associated virus serotype 5. Acta Crystallogr.
Sect. F Struct. Biol. Cryst. Commun. 61, 917–921.
2020

http://refhub.elsevier.com/S2329-0501(20)30091-7/sref1
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref1
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref1
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref2
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref2
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref2
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref3
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref3
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref4
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref4
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref5
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref5
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref5
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref5
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref6
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref6
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref7
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref7
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref7
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref8
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref8
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref8
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref9
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref9
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref9
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref10
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref10
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref11
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref11
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref11
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref11
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref12
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref12
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref12
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref12
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref13
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref13
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref13
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref14
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref14
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref14
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref15
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref15
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref15
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref16
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref16
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref16
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref17
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref17
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref17
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref18
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref18
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref18
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref18
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref19
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref19
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref19
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref20
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref20
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref20
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref20
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref21
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref21
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref21
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref21
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref22
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref22
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref22
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref22
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref23
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref23
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref23
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref24
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref24
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref24
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref25
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref25
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref25
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref25
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref25
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref26
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref26
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref26
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref27
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref27
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref27
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref28
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref28
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref28
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref29
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref29
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref29
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref29
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref30
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref30
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref30
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref30
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref31
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref31
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref31
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref32
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref32
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref32
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref33
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref33
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref33
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref34
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref34
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref34
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref35
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref35
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref35
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref35
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref36
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref36
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref36
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref36
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref37
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref37
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref37
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref37
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref37


www.moleculartherapy.org
38. Maguire, A.M., Simonelli, F., Pierce, E.A., Pugh, E.N., Jr., Mingozzi, F., Bennicelli, J.,
Banfi, S., Marshall, K.A., Testa, F., Surace, E.M., et al. (2008). Safety and efficacy of
gene transfer for Leber’s congenital amaurosis. N. Engl. J. Med. 358, 2240–2248.

39. Manno, C.S., Pierce, G.F., Arruda, V.R., Glader, B., Ragni, M., Rasko, J.J., Ozelo, M.C.,
Hoots, K., Blatt, P., Konkle, B., et al. (2006). Successful transduction of liver in hemo-
philia by AAV-Factor IX and limitations imposed by the host immune response. Nat.
Med. 12, 342–347.

40. La Bella, T., Imbeaud, S., Peneau, C., Mami, I., Datta, S., Bayard, Q., Caruso, S.,
Hirsch, T.Z., Calderaro, J., Morcrette, G., et al. (2020). Adeno-associated virus in
the liver: natural history and consequences in tumour development. Gut 69, 737–747.

41. Logan, G.J., Dane, A.P., Hallwirth, C.V., Smyth, C.M., Wilkie, E.E., Amaya, A.K., Zhu,
E., Khandekar, N., Ginn, S.L., Liao, S.H.Y., et al. (2017). Identification of liver-specific
enhancer-promoter activity in the 30 untranslated region of the wild-type AAV2
genome. Nat. Genet. 49, 1267–1273.

42. Pipe, S., Leebeek, F.W.G., Ferreira, V., Sawyer, E.K., and Pasi, J. (2019). Clinical con-
siderations for capsid choice in the development of liver-targeted AAV-based gene
transfer. Mol. Ther. Methods Clin. Dev. 15, 170–178.

43. Azuma, H., Paulk, N., Ranade, A., Dorrell, C., Al-Dhalimy, M., Ellis, E., Strom, S.,
Kay, M.A., Finegold, M., and Grompe, M. (2007). Robust expansion of human hepa-
tocytes in Fah�/�/Rag2�/�/Il2rg�/� mice. Nat. Biotechnol. 25, 903–910.

44. Lisowski, L., Dane, A.P., Chu, K., Zhang, Y., Cunningham, S.C., Wilson, E.M.,
Nygaard, S., Grompe, M., Alexander, I.E., and Kay, M.A. (2014). Selection and eval-
uation of clinically relevant AAV variants in a xenograft liver model. Nature 506,
382–386.

45. Paulk, N.K., Pekrun, K., Zhu, E., Nygaard, S., Li, B., Xu, J., Chu, K., Leborgne, C.,
Dane, A.P., Haft, A., et al. (2018). Bioengineered AAV capsids with combined high
human liver transduction in vivo and unique humoral seroreactivity. Mol. Ther.
26, 289–303.

46. Cunningham, S.C., Dane, A.P., Spinoulas, A., Logan, G.J., and Alexander, I.E. (2008).
Gene delivery to the juvenile mouse liver using AAV2/8 vectors. Mol. Ther. 16, 1081–
1088.

47. O’Donnell, J., Taylor, K.A., and Chapman,M.S. (2009). Adeno-associated virus-2 and
its primary cellular receptor—Cryo-EM structure of a heparin complex. Virology 385,
434–443.

48. Gurda, B.L., DiMattia, M.A., Miller, E.B., Bennett, A., McKenna, R., Weichert, W.S.,
Nelson, C.D., Chen, W.J., Muzyczka, N., Olson, N.H., et al. (2013). Capsid antibodies
to different adeno-associated virus serotypes bind common regions. J. Virol. 87,
9111–9124.

49. Adachi, K., Enoki, T., Kawano, Y., Veraz, M., and Nakai, H. (2014). Drawing a high-
resolution functional map of adeno-associated virus capsid by massively parallel
sequencing. Nat. Commun. 5, 3075.

50. Marsic, D., Méndez-Gómez, H.R., and Zolotukhin, S. (2015). High-accuracy bio-
distribution analysis of adeno-associated virus variants by double barcode
sequencing. Mol. Ther. Methods Clin. Dev. 2, 15041.

51. Westhaus, A., Cabanes-Creus, M., Rybicki, A., Baltazar, G., Navarro, R.G., Zhu, E.,
Drouyer, M., Knight, M., Albu, R.F., Ng, B.H., et al. (2020). High-throughput
in vitro, ex vivo, and in vivo screen of adeno-associated virus vectors based on physical
and functional transduction. Hum. Gene Ther. 31, 575–589.

52. Sullivan, J.A., Stanek, L.M., Lukason, M.J., Bu, J., Osmond, S.R., Barry, E.A.,
O’Riordan, C.R., Shihabuddin, L.S., Cheng, S.H., and Scaria, A. (2018). Rationally de-
signed AAV2 and AAVrh8R capsids provide improved transduction in the retina and
brain. Gene Ther. 25, 205–219.

53. Tordo, J., O’Leary, C., Antunes, A.S.L.M., Palomar, N., Aldrin-Kirk, P., Basche, M.,
Bennett, A., D’Souza, Z., Gleitz, H., Godwin, A., et al. (2018). A novel adeno-associ-
ated virus capsid with enhanced neurotropism corrects a lysosomal transmembrane
enzyme deficiency. Brain 141, 2014–2031.

54. Zhang, R., Cao, L., Cui, M., Sun, Z., Hu, M., Zhang, R., Stuart, W., Zhao, X., Yang, Z.,
Li, X., et al. (2019). Adeno-associated virus 2 bound to its cellular receptor AAVR.
Nat. Microbiol. 4, 675–682.

55. Huang, L.Y., Patel, A., Ng, R., Miller, E.B., Halder, S., McKenna, R., Asokan, A., and
Agbandje-McKenna, M. (2016). Characterization of the adeno-associated virus 1 and
6 sialic acid binding site. J. Virol. 90, 5219–5230.
Molecula
56. Bell, C.L., Gurda, B.L., Van Vliet, K., Agbandje-McKenna, M., and Wilson, J.M.
(2012). Identification of the galactose binding domain of the adeno-associated virus
serotype 9 capsid. J. Virol. 86, 7326–7333.

57. Vandenberghe, L.H., Wang, L., Somanathan, S., Zhi, Y., Figueredo, J., Calcedo, R.,
Sanmiguel, J., Desai, R.A., Chen, C.S., Johnston, J., et al. (2006). Heparin binding di-
rects activation of T cells against adeno-associated virus serotype 2 capsid. Nat. Med.
12, 967–971.

58. Woodard, K.T., Liang, K.J., Bennett, W.C., and Samulski, R.J. (2016). Heparan sulfate
binding promotes accumulation of intravitreally delivered adeno-associated viral vec-
tors at the retina for enhanced transduction but weakly influences tropism. J. Virol.
90, 9878–9888.

59. Gabriel, N., Hareendran, S., Sen, D., Gadkari, R.A., Sudha, G., Selot, R., Hussain, M.,
Dhaksnamoorthy, R., Samuel, R., Srinivasan, N., et al. (2013). Bioengineering of
AAV2 capsid at specific serine, threonine, or lysine residues improves its transduction
efficiency in vitro and in vivo. Hum. Gene Ther. Methods 24, 80–93.

60. Maheshri, N., Koerber, J.T., Kaspar, B.K., and Schaffer, D.V. (2006). Directed evolu-
tion of adeno-associated virus yields enhanced gene delivery vectors. Nat. Biotechnol.
24, 198–204.

61. Naidoo, J., Stanek, L.M., Ohno, K., Trewman, S., Samaranch, L., Hadaczek, P.,
O’Riordan, C., Sullivan, J., San Sebastian, W., Bringas, J.R., et al. (2018). Extensive
transduction and enhanced spread of a modified AAV2 capsid in the non-human pri-
mate CNS. Mol. Ther. 26, 2418–2430.

62. Kanaan, N.M., Sellnow, R.C., Boye, S.L., Coberly, B., Bennett, A., Agbandje-
McKenna, M., Sortwell, C.E., Hauswirth, W.W., Boye, S.E., and Manfredsson, F.P.
(2017). Rationally engineered AAV capsids improve transduction and volumetric
spread in the CNS. Mol. Ther. Nucleic Acids 8, 184–197.

63. Gorbatyuk, O.S., Warrington, K.H., Jr., Gorbatyuk, M.S., Zolotukhin, I., Lewin, A.S.,
and Muzyczka, N. (2019). Biodistribution of adeno-associated virus type 2 with mu-
tations in the capsid that contribute to heparan sulfate proteoglycan binding. Virus
Res. 274, 197771.

64. Nonnenmacher, M., andWeber, T. (2012). Intracellular transport of recombinant ad-
eno-associated virus vectors. Gene Ther. 19, 649–658.

65. Vandenberghe, L.H., Xiao, R., Lock, M., Lin, J., Korn, M., and Wilson, J.M. (2010).
Efficient serotype-dependent release of functional vector into the culture medium
during adeno-associated virus manufacturing. Hum. Gene Ther. 21, 1251–1257.

66. Tse, L.V., Klinc, K.A., Madigan, V.J., Castellanos Rivera, R.M., Wells, L.F., Havlik,
L.P., Smith, J.K., Agbandje-McKenna, M., and Asokan, A. (2017). Structure-guided
evolution of antigenically distinct adeno-associated virus variants for immune
evasion. Proc. Natl. Acad. Sci. USA 114, E4812–E4821.

67. Tseng, Y.S., and Agbandje-McKenna, M. (2014). Mapping the AAV capsid host anti-
body response toward the development of second generation gene delivery vectors.
Front. Immunol. 5, 9.

68. Pulicherla, N., Kota, P., Dokholyan, N.V., and Asokan, A. (2012). Intra- and inter-
subunit disulfide bond formation is nonessential in adeno-associated viral capsids.
PLoS ONE 7, e32163.

69. Grimm, D., Lee, J.S., Wang, L., Desai, T., Akache, B., Storm, T.A., and Kay, M.A.
(2008). In vitro and in vivo gene therapy vector evolution via multispecies inter-
breeding and retargeting of adeno-associated viruses. J. Virol. 82, 5887–5911.

70. Dane, A.P., Wowro, S.J., Cunningham, S.C., and Alexander, I.E. (2013). Comparison
of gene transfer to the murine liver following intraperitoneal and intraportal delivery
of hepatotropic AAV pseudo-serotypes. Gene Ther. 20, 460–464.

71. Bell, P., Wang, L., Gao, G., Haskins, M.E., Tarantal, A.F., McCarter, R.J., Zhu, Y., Yu,
H., and Wilson, J.M. (2011). Inverse zonation of hepatocyte transduction with AAV
vectors between mice and non-human primates. Mol. Genet. Metab. 104, 395–403.

72. Dane, A.P., Cunningham, S.C., Graf, N.S., and Alexander, I.E. (2009). Sexually dimor-
phic patterns of episomal rAAV genome persistence in the adult mouse liver and cor-
relation with hepatocellular proliferation. Mol. Ther. 17, 1548–1554.

73. Davis, L.G., Dibner, M.D., and Battey, J.F. (1986). Basic Methods in Molecular
BiologyVolume 1 (Elsevier).

74. Xiao, X., Li, J., and Samulski, R.J. (1998). Production of high-titer recombinant ad-
eno-associated virus vectors in the absence of helper adenovirus. J. Virol. 72, 2224–
2232.
r Therapy: Methods & Clinical Development Vol. 17 June 2020 1153

http://refhub.elsevier.com/S2329-0501(20)30091-7/sref38
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref38
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref38
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref39
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref39
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref39
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref39
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref40
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref40
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref40
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref41
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref41
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref41
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref41
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref41
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref42
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref42
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref42
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref43
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref43
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref43
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref43
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref43
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref43
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref43
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref43
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref43
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref44
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref44
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref44
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref44
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref45
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref45
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref45
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref45
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref46
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref46
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref46
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref47
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref47
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref47
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref48
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref48
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref48
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref48
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref49
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref49
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref49
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref50
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref50
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref50
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref51
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref51
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref51
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref51
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref52
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref52
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref52
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref52
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref53
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref53
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref53
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref53
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref54
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref54
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref54
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref55
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref55
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref55
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref56
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref56
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref56
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref57
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref57
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref57
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref57
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref58
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref58
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref58
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref58
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref59
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref59
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref59
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref59
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref60
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref60
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref60
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref61
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref61
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref61
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref61
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref62
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref62
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref62
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref62
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref63
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref63
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref63
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref63
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref64
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref64
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref65
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref65
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref65
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref66
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref66
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref66
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref66
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref67
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref67
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref67
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref68
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref68
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref68
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref69
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref69
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref69
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref70
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref70
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref70
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref71
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref71
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref71
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref72
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref72
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref72
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref73
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref73
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref74
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref74
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref74
http://www.moleculartherapy.org


Molecular Therapy: Methods & Clinical Development
75. Khan, I.F., Hirata, R.K., and Russell, D.W. (2011). AAV-mediated gene targeting
methods for human cells. Nat. Protoc. 6, 482–501.

76. Köster, J., and Rahmann, S. (2018). Snakemake—a scalable bioinformatics workflow
engine. Bioinformatics 34, 3600.

77. Wall, L., and Hay, S. (2017). The Perl Programming Language, version 5.26.

78. Waterhouse, A., Bertoni, M., Bienert, S., Studer, G., Tauriello, G., Gumienny, R.,
Heer, F.T., de Beer, T.A.P., Rempfer, C., Bordoli, L., et al. (2018). SWISS-MODEL:
homology modelling of protein structures and complexes. Nucleic Acids Res. 46
(W1), W296–W303.

79. Biasini, M., Bienert, S., Waterhouse, A., Arnold, K., Studer, G., Schmidt, T., Kiefer, F.,
Gallo Cassarino, T., Bertoni, M., Bordoli, L., and Schwede, T. (2014). SWISS-
MODEL: modelling protein tertiary and quaternary structure using evolutionary in-
formation. Nucleic Acids Res. 42, W252–W258.

80. Carrillo-Tripp, M., Shepherd, C.M., Borelli, I.A., Venkataraman, S., Lander, G.,
Natarajan, P., Johnson, J.E., Brooks, C.L., 3rd, and Reddy, V.S. (2009). VIPERdb2:
1154 Molecular Therapy: Methods & Clinical Development Vol. 17 June
an enhanced and web API enabled relational database for structural virology.
Nucleic Acids Res. 37, D436–D442.

81. Emsley, P., Lohkamp, B., Scott, W.G., and Cowtan, K. (2010). Features and develop-
ment of Coot. Acta Crystallogr. D Biol. Crystallogr. 66, 486–501.

82. DeLano, W.L. (2002). Unraveling hot spots in binding interfaces: progress and chal-
lenges. Curr. Opin. Struct. Biol. 12, 14–20.

83. Yang, Z., Lasker, K., Schneidman-Duhovny, D., Webb, B., Huang, C.C., Pettersen,
E.F., Goddard, T.D., Meng, E.C., Sali, A., and Ferrin, T.E. (2012). UCSF Chimera,
MODELLER, and IMP: an integrated modeling system. J. Struct. Biol. 179, 269–278.

84. Xiao, C., and Rossmann, M.G. (2007). Interpretation of electron density with stereo-
graphic roadmap projections. J. Struct. Biol. 158, 182–187.

85. Pillay, S., Zou, W., Cheng, F., Puschnik, A.S., Meyer, N.L., Ganaie, S.S., Deng, X.,
Wosen, J.E., Davulcu, O., Yan, Z., et al. (2017). Adeno-associated virus (AAV) sero-
types have distinctive interactions with domains of the cellular AAV receptor. J. Virol.
91, e00391-17.
2020

http://refhub.elsevier.com/S2329-0501(20)30091-7/sref75
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref75
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref76
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref76
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref77
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref78
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref78
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref78
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref78
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref79
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref79
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref79
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref79
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref80
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref80
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref80
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref80
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref81
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref81
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref82
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref82
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref83
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref83
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref83
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref84
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref84
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref85
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref85
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref85
http://refhub.elsevier.com/S2329-0501(20)30091-7/sref85


OMTM, Volume 17
Supplemental Information
Attenuation of Heparan Sulfate Proteoglycan

Binding Enhances In Vivo Transduction

of Human Primary Hepatocytes with AAV2

Marti Cabanes-Creus, Adrian Westhaus, Renina Gale Navarro, Grober Baltazar, Erhua
Zhu, Anais K. Amaya, Sophia H.Y. Liao, Suzanne Scott, Erwan Sallard, Kimberley L.
Dilworth, Arkadiusz Rybicki, Matthieu Drouyer, Claus V. Hallwirth, Antonette
Bennett, Giorgia Santilli, Adrian J. Thrasher, Mavis Agbandje-McKenna, Ian E.
Alexander, and Leszek Lisowski



Cabanes-Creus et al.  
Supplementary Figures and Tables 

 
 
Supplementary Figure S1. DNA (A) and protein (B) sequence alignments of AAV2 and 
AAV-NP59. Structural clusters corresponding to residues described at Supplementary Table 1 
are defined.  
 

 
 
 
 
 
Supplementary Figure S2. AAV yield comparison from five independent crude productions 
using helper plasmids encoding for AAV2, AAV-NP59 and AAV2.V59.  
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Supplementary Figure S3. Expected (orange) and observed (green) distributions of 
theoretical and fully sequenced (n=27) variants, respectively, of the binary capsid library 
AAV2Lib2048. Accumulated mutations refer to total number of residue differences between the 
studied clone and AAV2. Out of the 2048 library variants, we expected only one to harbour 0 
(AAV2) and one to harbour 11 (AAV2.V59).  
 

 
 
 
Supplementary Figure S4. Schematic representation of Entry and Expression Indexes 
exemplified with the study of two capsids. AAV capsid variants are individually packaged with 
five barcodes at increasing concentration (Capsid 1, BC1-5; Capsid 2, BC6-10). This results in 
a corresponding viral population at respective concentrations of barcodes. Both preparations 
are then individually tittered, mixed at 1:1 ratio (Viral mix) and co-injected into a single hFRG 
mouse. One week after injection, the chimeric liver is perfused and murine and human cells 
FACS sorted for DNA and RNA extraction. The barcoded region is then analysed on the initial 
viral mix, the DNA population and the RNA (cDNA) populations. For each barcode, the entry 
index corresponds to the quotient between the DNA reads and the viral mix, and the expression 
between the corresponding cDNA and DN mapped reads.  
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Supplementary Figure S5. Demultiplexed reads mapped to each cluster variant at Entry (A) 
and Expression (B) on human hepatocytes. Data pooled by cluster four origin can be found on 
Fig. 2D-E. (C) Entry index on murine cells sorted from the same hFRG. AAV2 variants are 
coloured according to Cluster 4 origin (aa 503, aa 596), yellow = AAV2 origin, salmon = 
AAV2.V59 origin.  
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Supplementary Figure S6. (A) Relation between DNA read share (%) and RNA Read share 
(%) of listed AAV2-like variants harbouring T503 and N596 residues. (B) Similar relation of 
listed AAV2.V59-like variants, all harbouring A503 and D596 residues. The slope (0.4546 for 
AAV2-like and 1.046 for AAV2.V59-like variants) indicates relative vector transcription rate.  
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Supplementary Figure S7. HiTrap Heparin Column Binding assay of AAV2 
Chromotography profile with the pooled fractions in the flow through (cyan) and elution 
(magenta) that were quantified by qPCR (A) and SDS-PAGE/Silver Staining of pre-loaded 
preparation (B) and fractions (C). 

 
 
 
Supplementary Figure S8. HiTrap Heparin Column Binding assay of AAV2.V5 (a) 
Chromotography profile with the pooled fractions in the flow through (cyan) and elution 
(magenta) that were quantified by qPCR (a) and SDS-PAGE/Silver Staining (b). 
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Supplementary Figure S9. HiTrap Heparin Column Binding assay of AAV2.V12 (a) 
Chromotography profile with the pooled fractions in the flow through (cyan) and elution 
magenta) that were quantified by qPCR (a) and SDS-PAGE/Silver Staining (b). 
 

 
 
Supplementary Figure S10. HiTrap Heparin Column Binding assay of AAV2.V59 (a) 
Chromotography profile with the pooled fractions in the flow through (cyan) and elution 
magenta) that were quantified by qPCR (a) and SDS-PAGE/Silver Staining (b). 
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Supplementary Figure S11. HuH-7 transduction efficiency at 5,000 MOI (vg / cell) of n=8 
AAV2-like clusters (harbouring amino acids T503 and N596) and n=8 AAV2.V59-like 
variants harbouring T503A and N596D mutations.  
 

 
 
Supplementary Figure S12. In vitro heparin competition assay using HuH-7 cells transduced 
with AAV2, AAV2.V5, AAV2.V12 and AAV2.V59 expressing GFP, with and without soluble 
heparin (100 µg / mL, S12A-B, 400 µg / mL, S12C-D). Results expressed as a fold-reduction 
relative to the non-heparin condition at both percentage of GFP positive cells and mean 
fluorescence intensity (MFI).  
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Supplementary Figure S13. Viral overlay assay.  HuH-7 membrane proteins were incubated 
with indicated rAAV vectors at 5´1011  vg/mL. Membrane was then incubated with an anti-
intact AAV2 A20 antibody and  horseradish peroxidase (HRP)-conjugated secondary antibody 
was used then to detect signal. Membrane was then stripped and incubated with Anti-
KIAA0319L (AAV-R) (Abcam, AB105385) at 1:400 dilution and signal was detected as 
described before.  
 
 

  
 
 
Supplementary Figure S14. AAV yield comparison from five independent crude productions 
using helper plasmids encoding for AAV2 variants V2-V15 and AAV2.V59. Vector yields are 
grouped by Cluster 4 origin (AAV2-like, T503 + N596; AAV-NP59 like, A503 + D596).  
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Supplementary Figure S15. (A) Next-generation sequencing reads (%) mapped to either the 
original AAV2 amino acid (yellow) or to the detected variant with increased representation at 
each especific AAV2 position (VP1 numbering). Frequency depicted for both the vector library 
and Round 4 of selection. (B) Entry index for sorted murine cells (DNA reads (%) / Pre-
injection Reads (%).  
 

 
 
 
 
 
 
Supplementary Figure S16. HiTrap Heparin Column Binding assay of AAV2-N496D (a) 
Chromotography profile with the pooled fractions in the flow through (cyan) and elution 
magenta) that were quantified by qPCR (a) and SDS-PAGE/Silver Staining (b). 
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Supplementary Figure S17. HiTrap Heparin Column Binding assay of AAV2-N582S (a) 
Chromotography profile with the pooled fractions in the flow through (cyan) and elution 
magenta) that were quantified by qPCR (a) and SDS-PAGE/Silver Staining (b). 
 

 
 
 
 
 
Supplementary Figure S18. HiTrap Heparin Column Binding assay of AAV2-K532E (a) 
Chromotography profile with the pooled fractions in the flow through (cyan) and elution 
magenta) that were quantified by qPCR (a) and SDS-PAGE/Silver Staining (b). 
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Supplementary Figure S19. HiTrap Heparin Column Binding assay of AAV2-6M (a) 
Chromotography profile with the pooled fractions in the flow through (cyan) and elution 
magenta) that were quantified by qPCR (a) and SDS-PAGE/Silver Staining (b). 
 

 
 
 
 
Supplementary Figure S20. HiTrap Heparin Column Binding assay of AAV8 (a) 
Chromotography profile with the pooled fractions in the flow through (cyan) and elution 
magenta) that were quantified by qPCR (a) and SDS-PAGE/Silver Staining (b). 
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Supplementary Figure S21. HiTrap Heparin Column Binding assay of AAV8-E533K (a) 
Chromotography profile with the pooled fractions in the flow through (cyan) and elution 
magenta) that were quantified by qPCR (a) and SDS-PAGE/Silver Staining (b). 
 

 
 
 
 
Supplementary Figure S22. HiTrap Heparin Column Binding assay of AAV8-RQNR (a) 
Chromotography profile with the pooled fractions in the flow through (cyan) and elution 
magenta) that were quantified by qPCR (a) and SDS-PAGE/Silver Staining (b). 
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Supplementary Figure S23. HiTrap Heparin Column Binding assay of AAV8-E533K-N499D 
Chromotography profile with the pooled fractions in the flow through (cyan) and elution 
(magenta) that were quantified by qPCR (A) and SDS-PAGE/Silver Staining of pre-loaded 
preparation (B) and fractions (C). 
 

 
 
 
Supplementary Figure S24. HiTrap Heparin Column Binding assay of AAV8-RQNR-N499D 
(a) Chromotography profile with the pooled fractions in the flow through (cyan) and elution 
magenta) that were quantified by qPCR (a) and SDS-PAGE/Silver Staining (b). 
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Supplementary Figure S25. AAV yield comparison from three independent crude 
preparations using helper plasmids encoding for AAV8, AAV8-RQNR, AAV8-RQNR-
N499D, AAV8-E533K and AAV8-E533K-N499D.  
 

 
 
 
Supplementary Figure S26. Gibson Assembly based Construction of library AAV2Lib2048. 

Four AAV2 backbone variants encoding for the full cap ORF were first generated (prototypical 
AAV2, a T503A variant, a N596D variant and a double mutant). The DNA fragments 
englobing all the possible combinations corresponding to the first five mutations between 
AAV2 and NP59 were custom synthesized (25 = 32 fragments), as well as the following four 
(24 = 16 fragments). Fragments were individually PCR amplified with overlapping primers and 
Gibson assembled on an equimolar ratio to the PCR amplified and DpnI treated backbones 
englobing the four distinct variants (22 = 4). Thus, the total complexity of the library was 
expected to be of 2048 variants (32 * 16 * 4), equivalent to the permutation of the eleven 
variable amino acids (211 = 2048). 
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Supplementary Table ST1. Eleven amino acid differences between AAV2 and AAV-NP59, 
corresponding origin on the initial shuffled library and corresponding structural cluster (1-4).  
 

Mutation # Position AAV2 Amino acid NP59 Amino acid Probable Origin 
Structural 

Cluster 
1 162 A T AAV1/AAV6 1 
2 168 R K AAV1/AAV6 1 
3 179 A S AAV1/AAV6 1 
4 180 D E AAV1/AAV6 1 
5 190 Q E AAV3 1 
6 233 T Q AAV3 2 
7 235 M L AAV3 2 
8 310 R K AAV3 3 
9 312 N S AAV3 3 
10 503 T A Point Mutation 4 
11 596 N D Point Mutation 4 

 
 
 
 
 
Supplementary Table ST2. Raw viral mix NGS read counts and percentage (%) mapped to 
each capsid (n=5 BC / capsid) at increasing concentration. For variant AAV2.V14, barcode A 
was disregarded for further analysis due to significantly lower concentration than barcode A 
population average (thus n=4 BC / capsid for AAV2.V14).   
  

 
 
 
 
 
 
 
 
 
 
 
 
 
 

AAV2_A 4161 0.24 2_2A 5078 0.29 2_3A 4518 0.26 2_3A 4518 0.26 2_4A 4448 0.25 2_5A 3061 0.17
AAV2_B 8679 0.49 2_2B 7924 0.45 2_3B 9500 0.54 2_3B 9500 0.54 2_4B 9018 0.51 2_5B 9104 0.52
AAV2_C 17341 0.98 2_2C 20282 1.15 2_3C 19311 1.10 2_3C 19311 1.10 2_4C 18484 1.05 2_5C 17610 1.00
AAV2_D 17434 0.99 2_2D 30775 1.75 2_3D 28094 1.60 2_3D 28094 1.60 2_4D 26339 1.50 2_5D 28760 1.63
AAV2_E 25698 1.46 2_2E 42042 2.39 2_3E 36951 2.10 2_3E 36951 2.10 2_4E 30108 1.71 2_5E 32654 1.85

2_6A 4242 0.24 2_7A 2684 0.15 2_8A 4764 0.27 2_9A 6705 0.38 2_10A 4500 0.26 2_11A 7286 0.41
2_6B 9176 0.52 2_7B 4228 0.24 2_8B 10548 0.60 2_9B 13140 0.75 2_10B 11134 0.63 2_11B 15941 0.91
2_6C 18334 1.04 2_7C 10415 0.59 2_8C 13622 0.77 2_9C 33071 1.88 2_10C 18640 1.06 2_11C 35165 2.00
2_6D 25535 1.45 2_7D 9140 0.52 2_8D 27627 1.57 2_9D 53188 3.02 2_10D 31936 1.81 2_11D 27591 1.57
2_6E 34205 1.94 2_7E 17101 0.97 2_8E 46294 2.63 2_9E 58798 3.34 2_10E 42057 2.39 2_11E 58246 3.31

2_12A 4868 0.28 2_13A 9094 0.52 2_14A 5 0.00 2_15A 5290 0.30 2_59A 5994 0.34
2_12B 8783 0.50 2_13B 21980 1.25 2_14B 12086 0.69 2_15B 11179 0.63 2_16B 12547 0.71
2_12C 8975 0.51 2_13C 40250 2.29 2_14C 25891 1.47 2_15C 22072 1.25 2_16C 24505 1.39
2_12D 27570 1.57 2_13D 58625 3.33 2_14D 36974 2.10 2_15D 31147 1.77 2_16D 34615 1.97
2_12E 28731 1.63 2_13E 79892 4.54 2_14E 42509 2.41 2_15E 35734 2.03 2_16E 58873 3.34
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Supplementary Table ST3. Primers used for site-directed mutagenesis of corresponding AAV 
variants.  
 

 
 
 
 
 
 
Supplementary Table ST4. Primers.  
 

 
 
 

Variant AAV2 T503A Sequence
Forward F_AAV2_T503A TACTCGTGGGCTGGAGCTACCAAGTAC
Reverse R_AAV2_T503A TTCACTGTTGTTGTTATCCGCAGATG
Variant AAV2 N596D Sequence
Forward F_AAV2_N596D CGCAGATGTCAACACACAAGGCG
Reverse R_AAV2_N596D GTAGCTGCTTGTCTGTTGCCTCTCT
Variant AAV2 C482S Sequence
Forward F_AAV2_C482S GGCTTCCTGGACCCAGTTACCGCCAGCAG
Reverse R_AAV2_C482S AGTTCCTAGACTGGTCCCGAATGTC
Variant AAV2 N496D Sequence
Forward F_AAV2_N496D CATCTGCGGATAACGACAACAGTGAATACTC
Reverse R_AAV2_N496D TCTTTGATACTCGCTGCTGGCG
Variant AAV2 K532E Sequence
Forward F_AAV2_K532E GGACGATGAAGAAGAGTTTTTTCCTCAGAGCG
Reverse R_AAV2_K532E TTGTGGCTTGCCATGGCCG
Variant AAV2 N582S Sequence
Forward F_AAV2_N582S GTTCTGTATCTACCAGCCTCCAGAGAGGCAACAG
Reverse R_AAV2_N582S CATACTGCTCCGTAGCCACGGG
Variant AAV8 E533K Sequence
Forward F_AAV8_E533K ACACAAAGACGACAAGGAGCGTTTTTTTCCCAG
Reverse R_AAV8_E533K GTTGCCATAGCGATGCCAGGATTAGCC
Variant AAV8 RQNR Sequence
Forward F_AAV8_RQNR GGCAGATAACTTGCAGAGGCAAAACAGGGCTCCTCAAATTGG
Reverse R_AAV8_RQNR ACGATACCGTATTCCTCTGTAGCCAC
Variant AAV8 E533K/RQNR + N499D Sequence
Forward F_AAV8_N499D CGACAACCGGGCAAAACGACAATAGCAACTTTGCC
Reverse R_AAV8_N499D TTGAGACGCGTTGTTGGCGGTAACAGG

Primer Name Sequence
GFP-qPCR-For TCAAGATCCGCCACAACATC
GFP-qPCR-Rev TTCTCGTTGGGGTCTTTGCT

BC_F GCTGGAGTTCGTGACCGCCG
BC_R CAACATAGTTAAGAATACCAGTCAATCTTTCACAAATTTTGTAATCCAGAGG

human ALB_F ddPCR TGCTGTCATCTCTTGTGGGCTG
human ALB_R ddPCR AACTCATGGGAGCTGCTGGTTC

Cluster1_F TGTGGAGCCAGACTCCTCCT
Cluster1_R GTTCCCAGACCAGAGGGGG
Cluster2_F CACCAATGGCAGACAATAACGAGGG
Cluster2_R GTTTGTAGAGGTGGTTGTTGTAGGTGG
Cluster3_F ATTCCACTGCCACTTTTCACCAC
Cluster3_R AGGTTATTGGCAATCGTCGTCGT
Cluster4_F TCTAGGAACTGGCTTCCTGGACCC
Cluster4_R CAGATGGGCCCCTGAAGGTACACATC

CAP Rescue F CCCTGCAGACAATGCGAGAGAATGAATCAGAATTCAAATATCTGC
CAP Rescue R ATGCATATGGAAACTAG ATAAGAAAGAAATACG
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Supplementary Table ST5. FRG IDs and related information.    
 
 

 
 
 
 

FRG ID Gender Age at injection (weeks) [hAlbumin] at injection (mg/mL) Experiment Figure
203 female 24 4.55 AAV2, AAV-NP59, AAV2.V59 comparison 1A
38 female 24 7.8 Round 1 - FT-2048 Library Selection /
58 female 24 6.45 Round 2 - FT-2048 Library Selection 1D
316 female 24 2.64 Round 3 - FT-2048 Library Selection /
235 female 24 6.72 Round 4 - FT-2048 Library Selection 1E-F
605 female 20 0.82 AAV2 Clusters - Variants Comparison 2C-D
21 female 24 3.22 AAV2, AAV2.V59, AAV2.V5 Comparison 2E
36 female 24 8 Round 1 - FT Library NP59 /
56 female 24 8.7 Round 2 - FT Library NP59 /
234 female 24 8.55 Round 3 - FT Library NP59 SF 15
303 female 28 0.53 AAV2 Point Mutation Variants Comparison 3C-D
87 female 24 0.204 AAV2 IHC 3E-F
146 female 24 0.541 AAV2.V59 IHC 3E-F
29 female 24 0.2325 AAV2-N496D IHC 3E-F
128 female 24 0.571 AAV2-N582S IHC 3E-F
225 male 20 non-engrafted AAV8 IHC 4A
226 male 20 non-engrafted AAV8-E533K IHC 4A
227 male 20 non-engrafted AAV8-RQNR IHC 4A
272 male 22 non-engrafted AAV8 LSP Variants NGS Comparison 4B
216 male 24 non-engrafted AAV8 IHC Low Dose 4C
600 male 23 non-engrafted AAV8 IHC High Dose 4C
602 male 23 non-engrafted AAV8-E533K IHC 4C
603 male 23 non-engrafted AAV8-RQNR IHC 4C
608 male 23 non-engrafted AAV8-E533-N499D IHC 4C
607 male 23 non-engrafted AAV8-RQNR-N499D IHC 4C



Fig. 2E Entry Index Fig. 2F Expression Index

Column B A503 + D596 [AAV2_V59-like] Column B A503 + D596 [AAV2_V59-like]

vs. vs. vs. vs.

Column A T503 + N596 [AAV2-like] Column A T503 + N596 [AAV2-like]

Mann Whitney test Mann Whitney test

P value <0.0001 P value <0.0001

Exact or approximate P value? Exact Exact or approximate P value? Exact

P value summary **** P value summary ****

Significantly different (P < 0.05)? Yes Significantly different (P < 0.05)? Yes

One- or two-tailed P value? Two-tailed One- or two-tailed P value? Two-tailed

Sum of ranks in column A,B 820 , 2420 Sum of ranks in column A,B 820 , 2420

Difference between medians Difference between medians

Median of column A 0.1516, n=40 Median of column A 0.4561, n=40

Median of column B 1.606, n=39 Median of column B 1.025, n=39

Difference: Actual 1.454 Difference: Actual 0.5686

Difference: Hodges-Lehmann 1.45 Difference: Hodges-Lehmann 0.5647

Fig. 2G Fig. 2G Fig. 2G

Column B AAV2.V59 DNA Column B AAV2.V5 DNA Column B AAV2.V5 DNA

vs. vs. vs. vs. vs. vs.

Column A AAV2 DNA Column A AAV2 DNA Column A AAV2.V59 DNA

Mann Whitney test Mann Whitney test Mann Whitney test

P value <0.0001 P value <0.0001 P value 0.3865

Exact or approximate P value? Exact Exact or approximate P value? Exact Exact or approximate P value? Exact

P value summary **** P value summary **** P value summary ns

Significantly different (P < 0.05)? Yes Significantly different (P < 0.05)? Yes Significantly different (P < 0.05)? No

One- or two-tailed P value? Two-tailed One- or two-tailed P value? Two-tailed One- or two-tailed P value? Two-tailed

Sum of ranks in column A,B 45 , 126 Sum of ranks in column A,B 45 , 126 Sum of ranks in column A,B 96 , 75

Difference between medians Difference between medians Difference between medians

Median of column A 0.5714, n=9 Median of column A 0.5714, n=9 Median of column A 5.078, n=9

Median of column B 5.078, n=9 Median of column B 4.832, n=9 Median of column B 4.832, n=9

Difference: Actual 4.507 Difference: Actual 4.26 Difference: Actual -0.2468

Difference: Hodges-Lehmann 4.451 Difference: Hodges-Lehmann 4.253 Difference: Hodges-Lehmann -0.1764

Fig. 2G Fig. 2G Fig. 2G

Column B AAV2.V59 cDNA Column B AAV2.V5 cDNA Column B AAV2.V59 cDNA

vs. vs. vs. vs. vs. vs.

Column A AAV2 cDNA Column A AAV2 cDNA Column A AAV2.V5 cDNA

Mann Whitney test Mann Whitney test Mann Whitney test

P value <0.0001 P value <0.0001 P value 0.6048

Exact or approximate P value? Exact Exact or approximate P value? Exact Exact or approximate P value? Exact

P value summary **** P value summary **** P value summary ns

Significantly different (P < 0.05)? Yes Significantly different (P < 0.05)? Yes Significantly different (P < 0.05)? No

One- or two-tailed P value? Two-tailed One- or two-tailed P value? Two-tailed One- or two-tailed P value? Two-tailed

Sum of ranks in column A,B 45 , 126 Sum of ranks in column A,B 45 , 126 Sum of ranks in column A,B 79 , 92

Difference between medians Difference between medians Difference between medians

Median of column A 0.1585, n=9 Median of column A 0.1585, n=9 Median of column A 5.044, n=9

Median of column B 5.217, n=9 Median of column B 5.044, n=9 Median of column B 5.217, n=9

Difference: Actual 5.059 Difference: Actual 4.886 Difference: Actual 0.173

Difference: Hodges-Lehmann 5.061 Difference: Hodges-Lehmann 4.886 Difference: Hodges-Lehmann 0.1687

Statistical analysis



Fig. 3G Fig. 3G Fig. 3G

Column B N496D Column B N582S Column B AAV2.V59

vs. vs. vs. vs. vs. vs.

Column A AAV2 Column A AAV2 Column A AAV2

Mann Whitney test Mann Whitney test Mann Whitney test

P value <0.0001 P value <0.0001 P value <0.0001

Exact or approximate P value? Exact Exact or approximate P value? Exact Exact or approximate P value? Exact

P value summary **** P value summary **** P value summary ****

Significantly different (P < 0.05)? Yes Significantly different (P < 0.05)? Yes Significantly different (P < 0.05)? Yes

One- or two-tailed P value? Two-tailed One- or two-tailed P value? Two-tailed One- or two-tailed P value? Two-tailed

Sum of ranks in column A,B 55 , 155 Sum of ranks in column A,B 55 , 155 Sum of ranks in column A,B 55 , 155

Mann-Whitney U 0 Mann-Whitney U 0 Mann-Whitney U 0

Difference between medians Difference between medians Difference between medians

Median of column A 2.305, n=10 Median of column A 2.305, n=10 Median of column A 2.305, n=10

Median of column B 56.50, n=10 Median of column B 52.50, n=10 Median of column B 62.00, n=10

Difference: Actual 54.2 Difference: Actual 50.2 Difference: Actual 59.7

Difference: Hodges-Lehmann 54.1 Difference: Hodges-Lehmann 50.12 Difference: Hodges-Lehmann 59.7

Fig. 3G Fig. 3G Fig. 3G

Column B N496D Column B N496D Column B N582S

vs. vs. vs. vs. vs. vs.

Column A N582S Column A AAV2.V59 Column A AAV2.V59

Mann Whitney test Mann Whitney test Mann Whitney test

P value 0.9831 P value 0.1008 P value 0.1372

Exact or approximate P value? Exact Exact or approximate P value? Exact Exact or approximate P value? Exact

P value summary ns P value summary ns P value summary ns

Significantly different (P < 0.05)? No Significantly different (P < 0.05)? No Significantly different (P < 0.05)? No

One- or two-tailed P value? Two-tailed One- or two-tailed P value? Two-tailed One- or two-tailed P value? Two-tailed

Sum of ranks in column A,B 104.5 , 105.5 Sum of ranks in column A,B 127 , 83 Sum of ranks in column A,B 125 , 85

Difference between medians Difference between medians Difference between medians

Median of column A 52.50, n=10 Median of column A 62.00, n=10 Median of column A 62.00, n=10

Median of column B 56.50, n=10 Median of column B 56.50, n=10 Median of column B 52.50, n=10

Difference: Actual 4 Difference: Actual -5.5 Difference: Actual -9.5

Difference: Hodges-Lehmann 0.5 Difference: Hodges-Lehmann -8 Difference: Hodges-Lehmann -9

Column B AAV-NP59 Column B AAV2.V59 Column B AAV2.V59

vs. vs. vs. vs. vs. vs.

Column A AAV2 Column A AAV2 Column A AAV-NP59

Mann Whitney test Mann Whitney test Mann Whitney test

P value 0.0079 P value 0.0079 P value 0.0952

Exact or approximate P value? Exact Exact or approximate P value? Exact Exact or approximate P value? Exact

P value summary ** P value summary ** P value summary ns

Significantly different (P < 0.05)?Yes Significantly different (P < 0.05)?Yes Significantly different (P < 0.05)?No

One- or two-tailed P value? Two-tailed One- or two-tailed P value? Two-tailed One- or two-tailed P value? Two-tailed

Sum of ranks in column A,B 15 , 40 Sum of ranks in column A,B 15 , 40 Sum of ranks in column A,B 36 , 19

Difference between medians Difference between medians Difference between medians

Median of column A 24497162657, n=5 Median of column A 24497162657, n=5 Median of column A 419477000000, n=5

Median of column B 419477000000, n=5 Median of column B 253160000000, n=5 Median of column B 253160000000, n=5

Difference: Actual 3.9498E+11 Difference: Actual 2.28663E+11 Difference: Actual -1.66317E+11

Difference: Hodges-Lehmann 3.9498E+11 Difference: Hodges-Lehmann 2.28663E+11 Difference: Hodges-Lehmann -1.66317E+11
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